
G-142US05REG 



SEQUENCE LISTING 

<110> Bejanin, Stephane 
Tanaka, Hiroaki 

<12 0> CYTOGRAM POLYPEPTIDES AND USES THEREOF 

<130> G-142US05REG 

<140> US 09/978,418 
<141> 2001-10-15 

<150> US 60/311,305 
<151> 2001-08-10 

<150> US 60/314,734 
<151> 2001-08-24 

<150> US 60/318,204 
<151> 2001-09-07 

<150> US 60/326,470 
<151> 2001-10-01 

<160> 75 

<170> Patentin version 3.2 

<210> 1 
<211> 850 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1. ,224 

<220> 
<221> CDS 
<222> 225. .593 

<220> 

<221> 3 'UTR 
<222> 594 . .850 

<220> 

<221> polyA_signal 
<222> 769. .774 

<220> 

<221> polyA_site 
<222> 800 . . 850 

<400> 1 

atatagctct ctctaacctg ggattcctgg gctcaagcag tcctcttgcc ttagtctcct 60 
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aagtggctag gaaggactac gggcctgtcc caccacacct ggctaatttt ttcatttttg 120 
tgtgtgggcg tgggggcagt cttgcccagg ctggtctgga actcctggcc tcaagtgatc 180 
ctcctccgtc aagatatgaa caggagtaca gctgtgtagt aaag atg cct tct ggt 236 

Met Pro Ser Gly 

1 

gaa ttt gca cgt ata tgc cga gat etc age cat att gga gat get gtt 284 

Glu Phe Ala Arg lie Cys Arg Asp Leu Ser His lie Gly Asp Ala Val 

5 10 15 20 

gta att tee tgt gea aaa gae gga gtg aaa ttt tct gca agt gga gaa 3 32 

Val lie Ser Cys Ala Lys Asp Gly Val Lys Phe Ser Ala Ser Gly Glu 

25 30 35 

ctt gga aat gga aac att aaa ttg tea cag aca agt aat gtc gat aaa 3 80 
Leu Gly Asn Gly Asn lie Lys Leu Ser Gin Thr Ser Asn Val Asp Lys 

40 45 50 

gag gag gaa get gtt ace ata gag atg aat gaa cea gtt eaa eta act 428 
Glu Glu Glu Ala Val Thr He Glu Met Asn Glu Pro Val Gin Leu Thr 

55 60 65 

ttt gea etg agg tae etg aae tte ttt aca aaa gee act eea etc tct 476 
Phe Ala Leu Arg Tyr Leu Asn Phe Phe Thr Lys Ala Thr Pro Leu Ser 

70 75 80 

tea aeg gtg aca etc agt atg tct gca gat gta eee ett gtt gta gag 524 
Ser Thr Val Thr Leu Ser Met Ser Ala Asp Val Pro Leu Val Val Glu 
85 90 95 100 

tat aaa att gcg gat atg gga cae tta aaa tac tac ttg get cee aag 572 
Tyr Lys He Ala Asp Met Gly His Leu Lys Tyr Tyr Leu Ala Pro Lys 

105 110 115 

ate gag gat gaa gaa gga tct taggcattet taaaattcaa gaaaataaaa 623 
He Glu Asp Glu Glu Gly Ser 

120 

ctaagctctt tgagaactgc ttctaagatg ceageatata ctgaagtctt ttctgtcaee 683 
aaatttgtac ctetaagtac atatgtagat attgttttet gtaaataacc tatttttttc 743 
tetattetet geaatttgtt taaagaataa agtccaaagt cagatctggt ctagttaaaa 803 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa rgaaaaaaaa aaaaaaa 850 

<210> 2 

<211> 123 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Pro Ser Gly Glu Phe Ala Arg He Cys Arg Asp Leu Ser His He 

15 10 15 

Gly Asp Ala Val Val He Ser Cys Ala Lys Asp Gly Val Lys Phe Ser 

20 25 30 

Ala Ser Gly Glu Leu Gly Asn Gly Asn He Lys Leu Ser Gin Thr Ser 

35 40 45 

Asn Val Asp Lys Glu Glu Glu Ala Val Thr He Glu Met Asn Glu Pro 

50 55 60 

Val Gin Leu Thr Phe Ala Leu Arg Tyr Leu Asn Phe Phe Thr Lys Ala 
65 70 75 80 

Thr Pro Leu Ser Ser Thr Val Thr Leu Ser Met Ser Ala Asp Val Pro 

85 90 95 

Leu Val Val Glu Tyr Lys He Ala Asp Met Gly His Leu Lys Tyr Tyr 

100 105 110 

Leu Ala Pro Lys He Glu Asp Glu Glu Gly Ser 
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115 120 

<210> 3 
<211> 883 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1. .90 

<220> 
<221> CDS 
<222> 91. .777 

<220> 

<221> 3'UTR 
<222> 778 . . 883 

<220> 

<221> polyA_signal 
<222> 826 . . 831 

<220> 

<221> polyA_site 
<222> 848 . . 883 

<400> 3 

ataaactgac agatactgaa attgtaaagt tcgaaactac attttgcaaa gtcattgaac 60 
tctgagctca gttgcagtac tcgggaagcc atg cag gat gaa gat gga tac ate 114 

Met Gin Asp Glu Asp Gly Tyr lie 



acc 


tta 


aat 


att 


aaa 


act 


egg 


aaa 


1 
cca 


get 


etc 


gtc 


5 

tee 


gtt 


gge 


tet 


162 


Thr 


Leu 


Asn 


He 


Lys 


Thr 


Arg 


Lys 


Pro 


Ala 


Leu 


Val 


Ser 


Val 


Gly 


Ser 






10 










15 










20 












gca 


tec 


tee 


tee 


tgg 


tgg 


egt 


gtg 


atg 


get 


ttg 


att 


ctg 


ctg 


ate 


ctg 


210 


Ala 


Ser 


Ser 


Ser 


Trp 


Trp 


Arg 


Val 


Met 


Ala 


Leu 


He 


Leu 


Leu 


He 


Leu 




25 










30 










35 










40 




tgc 


gtg 


ggg 


atg 


gtt 


gtc 


ggg 


ctg 


gtg 


get 


ctg 


ggg 


att 


tgg 


tct 


gtc 


258 


Cys 


Val 


Gly 


Met 


Val 


Val 


Gly 


Leu 


Val 


Ala 


Leu 


Gly 


He 


Trp 


Ser 


Val 












45 










50 










55 






atg 


cag 


cge 


aat 


tac 


eta 


eaa 


gat 


gag 


aat 


gaa 


aat 


cge 


aca 


gga 


act 


306 


Met 


Gin 


Arg 


Asn 


Tyr 


Leu 


Gin 


Asp 


Glu 


Asn 


Glu 


Asn 


Arg 


Thr 


Gly 


Thr 










60 










65 










70 








ctg 


eaa 


eaa 


tta 


gca 


aag 


cgc 


ttc 


tgt 


caa 


tat 


gtg 


gta 


aaa 


eaa 


tea 


354 


Leu 


Gin 


Gin 


Leu 


Ala 


Lys 


Arg 


Phe 


Cys 


Gin 


Tyr 


Val 


Val 


Lys 


Gin 


Ser 








75 










80 










85 










gaa 


eta 


aag 


gge 


act 


tte 


aaa 


ggt 


eat 


aaa 


tgc 


age 


ccc 


tgt 


gac 


aca 


402 


Glu 


Leu 


Lys 


Gly 


Thr 


Phe 


Lys 


Gly 


His 


Lys 


Cys 


Ser 


Pro 


Cys 


Asp 


Thr 






90 










95 










100 












aac 


tgg 


aga 


tat 


tat 


gga 


gat 


age 


tgc 


tat 


ggg 


tte 


ttc 


agg 


cac 


aac 


450 


Asn 


Trp 


Arg 


Tyr 


Tyr 


Gly 


Asp 


Ser 


Cys 


Tyr 


Gly 


Phe 


Phe 


Arg 


His 


Asn 




105 










110 










115 










120 




tta 


aca 


tgg 


gaa 


gag 


agt 


aag 


cag 


tac 


tgc 


act 


gae 


atg 


aat 


get 


act 


498 


Leu 


Thr 


Trp 


Glu 


Glu 


Ser 


Lys 


Gin 


Tyr 


Cys 


Thr 


Asp 


Met 


Asn 


Ala 


Thr 
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125 130 135 

etc ctg aag att gac aac egg aac att gtg gag tac ate aaa gee agg 546 

Leu Leu Lys lie Asp Asn Arg Asn lie Val Glu Tyr lie Lys Ala Arg 

140 145 150 

aet eat tta att egt tgg gte gga tta tct cge cag aag teg aat gag 594 

Thr His Leu lie Arg Trp Val Gly Leu Ser Arg Gin Lys Ser Asn Glu 

155 160 165 

gte tgg aag tgg gag gat ggc teg gtt ate tea gaa aat atg ttt gag 642 

Val Trp Lys Trp Glu Asp Gly Ser Val lie Ser Glu Asn Met Phe Glu 

170 175 180 

ttt ttg gaa gat gga aaa gga aat atg aat tgt get tat ttt eat aat 690 

Phe Leu Glu Asp Gly Lys Gly Asn Met Asn Cys Ala Tyr Phe His Asn 

185 190 195 200 

ggg aaa atg eae eet ace ttc tgt gag aac aaa cat tat tta atg tgt 73 8 

Gly Lys Met His Pro Thr Phe Cys Glu Asn Lys His Tyr Leu Met Cys 

205 210 215 

gag agg aag get ggc atg aec aag gtg gac caa eta ect taatgcaaag 7 87 
Glu Arg Lys Ala Gly Met Thr Lys Val Asp Gin Leu. Pro 

220 225 
^99tggaeag gataacacag ataagggett tattgtacaa taaaagatat gtatgaatge 847 

aaaaaaaaaa aaaaaaaaat aaaaaaaaaa aaaaaa 883 

<210> 4 

<211> 229 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Met Gin Asp Glu Asp Gly Tyr lie Thr Leu Asn lie Lys Thr Arg Lys 

15 10 15 

Pro Ala Leu Val Ser Val Gly Ser Ala Ser Ser Ser Trp Trp Arg Val 

20 25 30 

Met Ala Leu lie Leu Leu lie Leu Cys Val Gly Met Val Val Gly Leu 

35 40 45 

Val Ala Leu Gly lie Trp Ser Val Met Gin Arg Asn Tyr Leu Gin Asp 

50 55 60 

Glu Asn Glu Asn Arg Thr Gly Thr Leu Gin Gin Leu Ala Lys Arg Phe 
65 70 75 80 

Cys Gin Tyr Val Val Lys Gin Ser Glu Leu Lys Gly Thr Phe Lys Gly 

85 90 95 

His Lys Cys Ser Pro Cys Asp Thr Asn Trp Arg Tyr Tyr Gly Asp Ser 

100 105 110 

Cys Tyr Gly Phe Phe Arg His Asn Leu Thr Trp Glu Glu Ser Lys Gin 

115 120 125 

Tyr Cys Thr Asp Met Asn Ala Thr Leu Leu Lys lie Asp Asn Arg Asn 

130 135 140 

lie Val Glu Tyr lie Lys Ala Arg Thr His Leu lie Arg Trp Val Gly 
145 150 155 160 

Leu Ser Arg Gin Lys Ser Asn Glu Val Trp Lys Trp Glu Asp Gly Ser 

165 170 175 

Val lie Ser Glu Asn Met Phe Glu Phe Leu Glu Asp Gly Lys Gly Asn 

180 185 190 

Met Asn Cys Ala Tyr Phe His Asn Gly Lys Met His Pro Thr Phe Cys 

195 200 205 

Glu Asn Lys His Tyr Leu Met Cys Glu Arg Lys Ala Gly Met Thr Lys 
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210 215 220 

Val Asp Gin Leu Pro 
225 

<210> 5 
<211> 3230 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1. .234 

<220> 
<221> CDS 
<222> 235. .2562 

<220> 

<221> 3'UTR 
<222> 2563 . .3230 

<400> 5 

agtgtgttta agactagggt catgcccaca tcaatctcag attcccattt tatctttctt 60 
ttttggtatc actcctagta ccaagtcttg tgtctgtcaa tatcctgtcc aaaaaagaaa 12 0 
aacacaccaa ggaaaattaa tataggaaaa atttaaaaag ttattagagg actgaaaata 180 
taaaaatgga acactgaaag acacagagtt tttattttca gcactgcagc tctg atg 237 

Met 
1 

gtc cag etc cac cag gac aca gat ccc cag ate cct aaa ggt cag cca 285 
Val Gin Leu His Gin Asp Thr Asp Pro Gin lie Pro Lys Gly Gin Pro 

5 10 15 

tgc acc ctg aac age tea gag gga gga gee agg cca gea gtg cct eae ' 333 
Cys Thr Leu Asn Ser Ser Glu Gly Gly Ala Arg Pro Ala Val Pro His 

20 25 30 

ace ttg ttc tct tet get eta gac aga tgg etc cat aat gac age ttc 381 
Thr Leu Phe Ser Ser Ala Leu Asp Arg Trp Leu His Asn Asp Ser Phe 

35 40 45 

ata atg gea gtg ggt gag ccc ctg gtg eae ate agg gtc act ett ctg 429 
He Met Ala Val Gly Glu Pro Leu Val His He Arg Val Thr Leu Leu 
50 55 60 65 

ctg etc tgg ttt gga atg ttt ttg tct att tet gge eae tct cag gee 477 
Leu Leu Trp Phe Gly Met Phe Leu Ser He Ser Gly His Ser Gin Ala 

70 75 80 

agg ccc tee cag tat ttc act tet cca gaa gtg gtg ate cct ttg aag 525 
Arg Pro Ser Gin Tyr Phe Thr Ser Pro Glu Val Val He Pro Leu Lys 

85 90 95 

gtg ate age agg gge aga ggt gea aag get cct gga tgg etc tec tat 573 
Val He Ser Arg Gly Arg Gly Ala Lys Ala Pro Gly Trp Leu Ser Tyr 

100 105 110 

age ctg egg ttt ggg gga cag aga tac att gte eae atg agg gta aat 621 
Ser Leu Arg Phe Gly Gly Gin Arg Tyr He Val His Met Arg Val Asn 

115 120 125 

aag ctg ttg ttt get gea eae ett cct gtg ttc ace tac aea gag cag 669 
Lys Leu Leu Phe Ala Ala His Leu Pro Val Phe Thr Tyr Thr Glu Gin 
130 135 140 145 
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cat 


gcc 


ctg 


etc 


cag 


gat 


cag 


cec 


ttc 


ate 


eag 


gat 


gac 


tge 


tac 


tac 


717 


His 


Ala 


Leu 


Leu 


Gin 


Asp 


Gin 


Pro 


Phe 


He 


Gin 


Asp 


Asp 


Cys 


Tyr 


Tyr 












150 










155 










160 






cat 


ggt 


tat 


gtg 


gag 


ggg 


gtc 


cct 


gag 


tec 


ttg 


gtt 


gee 


ett 


agt 


acc 


765 


His 


Gly 


Tyr 


Val 


Glu 


Gly Val 


Pro 


Glu 


Ser 


Leu 


Val 


Ala 


Leu 


Ser 


Thr 










165 










170 










175 








tgt 


tct 


ggg 


ggc 


ttt 


ett 


gga 


atg 


eta 


cag 


ata 


aat 


gac 


ett 


gtt 


tat 


813 


Cys 


Ser 


Gly 


Gly 


Phe 


Leu 


Gly Met 


Leu 


Gin 


He 


Asn 


Asp 


Leu 


Val 


Tyr 








180 










185 










190 










gaa 


ate 


aag 


eea 


att 


agt 


gtt 


tct 


gee 


aca 


ttt 


gaa 


cae 


eta 


gta 


tat 


861 


Glu 


He 


Lys 


Pro 


He 


Ser 


Val 


Ser 


Ala 


Thr 


Phe 


Glu 


His 


Leu 


Val 


Tyr 






195 










200 










205 












aag 


ata 


gac 


agt 


gat 


gat 


aca 


cag 


ttt 


eea 


cct 


atg 


aga 


tgt 


ggg 


tta 


909 


Lys 


He 


Asp 


Ser 


Asp 


Asp 


Thr 


Gin 


Phe 


Pro 


Pro 


Met 


Arg 


Cys 


Gly 


Leu 




210 










215 










220 










225 




aca 


gaa 


gag 


aaa 


ata 


gca 


cae 


cag 


atg 


gag 


ttg 


caa 


ttg 


tea 


tat 


aat 


957 


Thr 


Glu 


Glu 


Lys 


He 


Ala 


His 


Gin 


Met 


Glu 


Leu 


Gin 


Leu 


Ser 


Tyr 


Asn 












230 










235 










240 






ttc 


act 


ctg 


aag 


caa 


agt 


tct 


ttt 


gtg 


ggc 


tgg 


tgg 


acc 


cat 


eag 


egg 


1005 


Phe 


Thr 


Leu 


Lys 


Gin 


Ser 


Ser 


Phe 


Val 


Gly 


Trp 


Trp 


Thr 


His 


Gin 


Arg 










245 










250 










255 








ttt 


gtt 


gag 


Ctg 


gta 


gtg 


gtc 


gtg 


gat 


aat 


att 


aga 


tat 


ett 


ttc 


tct 


1053 


Phe 


Val 


Glu 


Leu 


Val 


Val 


Val 


Val 


Asp 


Asn 


He 


Arg 


Tyr 


Leu 


Phe 


Ser 








260 










265 










270 










caa 


agt 


aat 


gca 


aca 


aca 


gtg 


cag 


eat 


gaa 


gta 


ttt 


aae 


gtt 


gtc 


aat 


1101 


Gin 


Ser 


Asn 


Ala 


Thr 


Thr 


Val 


Gin 


His 


Glu 


Val 


Phe 


Asn 


Val 


Val 


Asn 






275 










280 










285 












ata 


gtg 


gat 


tec 


ttc 


tat 


cat 


cct 


ttg 


gag 


gtt 


gat 


gta 


att 


ttg 


act 


1149 


He 


Val 


Asp 


Ser 


Phe 


Tyr 


His 


Pro 


Leu 


Glu 


Val 


Asp 


Val 


He 


Leu 


Thr 




290 










295 










300 










305 




gga 


att 


gat 


ata 


tgg 


act 


gca 


tea 


aat 


eea 


ett 


cct 


acc 


agt 


gga 


gac 


1197 


Gly 


He 


Asp 


He 


Trp 


Thr 


Ala 


Ser 


Asn 


Pro 


Leu 


Pro 


Thr 


Ser 


Gly Asp 












310 










315 










320 






eta 


gat 


aat 


gtt 


tta 


gag 


gac 


ttt 


tct 


att 


tgg 


aag 


aat 


tat 


aac 


ett 


1245 


Leu 


Asp 


Asn 


Val 


Leu 


Glu 


Asp 


Phe 


Ser 


He 


Trp 


Lys 


Asn 


Tyr 


Asn 


Leu 










325 










330 










335 








aat 


aat 


cga 


eta 


caa 


eat 


gat 


gtt 


gca 


cat 


ett 


ttc 


ata 


aaa 


gac 


aca 


1293 


Asn 


Asn 


Arg 


Leu 


Gin 


His 


Asp 


Val 


Ala 


His 


Leu 


Phe 


He 


Lys 


Asp 


Thr 








340 










345 










350 










caa 


ggc 


atg 


aag 


ett 


ggt 


gtt 


gee 


tat 


gtt 


aaa 


gga 


ata 


tge 


cag 


aat 


1341 


Gin 


Gly 


Met 


Lys 


Leu 


Gly Val 


Ala 


Tyr 


Val 


Lys 


Gly 


He 


Cys 


Gin 


Asn 






355 










360 










365 












cct 


ttt 


aat 


act 


gga 


gtt 


gat 


gtt 


ttt 


gaa 


gac 


aac 


agg 


ttg 


gtc 


gtt 


1389 


Pro 


Phe 


Asn 


Thr Gly 


Val 


Asp 


Val 


Phe 


Glu 


Asp 


Asn Arg 


Leu 


Val 


Val 




370 










375 










380 










385 




ttt 


gca 


att 


act 


ttg 


ggc 


cae 


gag 


ett 


ggt 


eat 


aat 


ttg 


ggt 


atg 


caa 


1437 


Phe 


Ala 


He 


Thr 


Leu 


Gly His 


Glu 


Leu 


Gly 


His 


Asn 


Leu Gly Met 


Gin 












390 










395 










400 






cat 


gac 


acc 


cag 


tgg 


tgt 


gtg 


tge 


gag 


eta 


cag 


tgg 


tge 


ata 


atg 


cat 


1485 


His 


Asp 


Thr 


Gin 


Trp 


Cys 


Val 


Cys 


Glu 


Leu 


Gin 


Trp 


Cys 


He 


Met 


His 










405 










410 










415 








gcc 


tat 


aga 


aag 


gtg 


aca 


act 


aaa 


ttt 


age 


aae 


tge 


agt 


tat 


gee 


caa 


1533 


Ala 


Tyr 


Arg 


Lys 


Val 


Thr 


Thr 


Lys 


Phe 


Ser 


Asn 


Cys 


Ser 


Tyr 


Ala 


Gin 








420 










425 










430 










tat 


tgg 


gac 


agt 


act 


ate 


agt 


agt 


gga 


tta 


tgt 


att 


caa 


ccg 


cct 


eea 


1581 
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Tyr 


Trp 
435 


Asp 


Ser 


Thr 


He 


Ser 
440 


Ser 


Gly 


Leu 


Cys 


He 
445 


Gin 


Pro 


Pro 


Pro 




tat 


eea 


ggg 


aat 


ata 


ttt 


aga 


etg 


aag 


tac 


tgt 


ggg 


aat 


eta 


gtg 


gtt 


1629 


Tyr 


Pro 


Gly 


Asn 


He 


Phe 


Arg 


Leu 


Lys 


Tyr 


Cys 


Gly Asn 


Leu 


Val 


Val 




450 










455 










460 










465 




gaa 


gaa 


ggg 


gag 


gaa 


tgt 


gac 


tgt 


gga 


ace 


ata 


egg 


eag 


tgt 


gca 


aaa 


1677 


Glu 


Glu 


Gly 


Glu 


Glu 
470 


Cys 


Asp 


Cys 


Gly 


Thr 
475 


He 


Arg 


Gin 


Cys 


Ala 
480 


Lys 




gat 


ccc 


tgt 


tgt 


etg 


tta 


aae 


tgt 


act 


eta 


eat 


cet 


ggg 


get 


get 


tgt 


1725 


Asp 


Pro 


Cys 


Cys 


Leu 


Leu 


Asn 


Cys 


Thr 


Leu 


His 


Pro 


Gly Ala Ala 


Cys 










485 










490 










495 








get 


ttt 


gga 


ata 


tgt 


tge 


aaa 


gac 


tge 


aaa 


ttt 


etg 


eca 


tea 


gga 


act 


1773 


Ala 


Phe 


Gly 


He 


Cys 


Cys 


Lys 


Asp 


Cys 


Lys 


Phe 


Leu 


Pro 


Ser 


Gly Thr 








500 










505 










510 










tta 


tgt 


aga 


caa 


caa 


gtt 


ggt 


gaa 


tgt 


gac 


ett 


eea 


gag 


tgg 


tgc 


aat 


1821 


Leu 


Cys 


Arg 


Gin 


Gin 


Val 


Gly Glu 


Cys 


Asp 


Leu 


Pro 


Glu 


Trp 


Cys 


Asn 






515 










520 










525 












ggg 


aca 


tec 


cat 


caa 


tge 


eca 


gat 


gat 


gtg 


tat 


gtg 


cag 


gac 


ggg 


ate 


1869 


Gly 


Thr 


Ser 


His 


Gin 


Cys 


Pro 


Asp 


Asp 


Val 


Tyr 


Val 


Gin 


Asp 


Gly 


He 




530 










535 










540 










545 




tec 


tgt 


aat 


gtg 


aat 


gee 


ttc 


tge 


tat 


gaa 


aag 


aeg 


tgt 


aat 


aae 


eat 


1917 


Ser 


Cys 


Asn 


Val 


Asn 
550 


Ala 


Phe 


Cys 


Tyr 


Glu 
555 


Lys 


Thr 


Cys 


Asn 


Asn 
560 


His 




gat 


ata 


caa 


tgt 


aaa 


gag 


att 


ttt 


ggc 


caa 


gat 


gea 


agg 


agt 


gca 


tct 


1965 


Asp 


He 


Gin 


Cys 


Lys 


Glu 


He 


Phe 


Gly Gin Asp 


Ala 


Arg 


Ser 


Ala 


Ser 










565 










570 










575 








cag 


agt 


tge 


tac 


caa 


gaa 


ate 


aac 


ace 


caa 


gga 


aae 


egt 


ttc 


ggt 


cac 


2013 


Gin 


Ser 


Cys 


Tyr 


Gin 


Glu 


He 


Asn 


Thr Gin Gly 


Asn 


Arg 


Phe 


Gly His 








580 










585 










590 










tgt 


ggt 


att 


gta 


ggc 


aca 


aca 


tat 


gta 


aaa 


tgt 


tgg 


ace 


ect 


gat 


ate 


2061 


Cys 


Gly 
595 


He 


Val 


Gly 


Thr 


Thr 
600 


Tyr 


Val 


Lys 


Cys 


Trp 
605 


Thr 


Pro 


Asp 


He 




atg 


tgt 


ggg 


agg 


gtt 


cag 


tgt 


gaa 


aat 


gtg 


gga 


gta 


att 


ecc 


aat 


etg 


2109 


Met 


Cys 


Gly 


Arg 


Val 


Gin 


Cys 


Glu 


Asn 


Val 


Gly 


Val 


He 


Pro 


Asn 


Leu 




610 










615 










620 










625 




ata 


gag 


eat 


tet 


aea 


gtg 


eag 


eag 


ttt 


cac 


etc 


aat 


gac 


ace 


act 


tgc 


2157 


He 


Glu 


His 


Ser 


Thr 
630 


Val 


Gin 


Gin 


Phe 


His 
635 


Leu 


Asn 


Asp 


Thr 


Thr 
640 


Cys 




tgg 


ggc 


act 


gat 


tat 


cat 


tta 


ggg 


atg 


get 


ata 


cet 


gat 


att 


ggt 


gag 


2205 


Trp 


Gly 


Thr 


Asp 


Tyr 


His 


Leu 


Gly 


Met 


Ala 


He 


Pro 


Asp 


He 


Gly Glu 










645 










650 










655 








gtg 


aaa 


gat 


ggc 


aca 


gta 


tgt 


ggt 


eca 


gaa 


aag 


ate 


tgc 


ate 


egt 


aag 


2253 


Val 


Lys 


Asp 
660 


Gly 


Thr 


Val 


Cys 


Gly 
665 


Pro 


Glu 


Lys 


He 


Cys 
670 


He 


Arg 


Lys 




aag 


tgt 


gee 


agt 


atg 


gtt 


cat 


etg 


tea 


caa 


gee 


tgt 


eag 


cet 


aag 


ace 


2301 


Lys 


Cys 
675 


Ala 


Ser 


Met 


Val 


His 
680 


Leu 


Ser 


Gin 


Ala 


Cys 
685 


Gin 


Pro 


Lys 


Thr 




tgc 


aae 


atg 


agg 


gga 


ate 


tge 


aae 


aac 


aaa 


caa 


cac 


tgt 


cac 


tgc 


aac 


2349 


Cys 


Asn 


Met 


Arg 


Gly 


He 


Cys 


Asn 


Asn 


Lys 


Gin 


His 


Cys 


His 


Cys 


Asn 




690 










695 










700 










705 




cat 


gaa 


tgg 


gca 


ecc 


cea 


tae 


tge 


aag 


gac 


aaa 


ggc 


tat 


gga 


ggt 


agt 


2397 


His 


Glu 


Trp 


Ala 


Pro 


Pro 


Tyr 


Cys 


Lys 


Asp 


Lys 


Gly Tyr 


Gly 


Gly 


Ser 












710 










715 










720 






get 


gat 


agt 


ggc 


eca 


cet 


cet 


aag 


aae 


aac 


atg 


gaa 


gga 


tta 


aat 


gtg 


2445 


Ala 


Asp 


Ser 


Gly 


Pro 


Pro 


Pro 


Lys 


Asn 


Asn 


Met 


Glu 


Gly 


Leu 


Asn 


Val 
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725 730 735 

^tg gga aag ttg cgt tac ctg tea eta ttg tge ctt ett ect ttg gtt 
Met Gly Lys Leu Arg Tyr Leu Ser Leu Leu Cys Leu Leu Pro Leu Val 

740 745 750 

get ttt tta tta ttt tgc tta cat gtg ett ttt aag aaa ege aea aaa 
Ala Phe Leu Leu Phe Cys Leu His Val Leu Phe Lys Lys Arg Thr Lys 

755 760 765 

agt aaa gaa gat gaa gaa gga taagagaaat gggaaaaaga aggagaetaa 
Ser Lys Glu Asp Glu Glu Gly 
770 775 

aetttatact tcatttttaa tateeaattt tttaatagaa aaatatgaag ccatgtetea 
etgtttaaat aaaaetteat ggaeatttea tgteaggatt geaageatta gctateaeag 
caaaggatte ctagectatt cttaettaet ctaeagtgte ttaageaata ttaaaggttc 
ctttteceag aagttgtgtc tttatgtttc ctgagcaaag geaeagaaaa gatagtttca 
agetgttgte ecteattttt aaetetcete tetetetete tetttttttt tttttttttg 
etgtactatg taatgtteag gatgtgcctg taeaeaaete atttetgttt ggcacattea 
getgtgccaa agggggcagt agaagtagcc tggagtgatg atgagggaag aagggagctt 
tettteetgt gtgettaeea tgagtgteae eattattttg gttggggcca ttcaetetgg 
eaattatatt tggttteaga tteeagttet gttgteaett ttagaaccac ecteattttt 
ccttagaaat aceageagca gttggacact gacetcctta ggggteeggg agtgagcagg 
gttgtggtec tetgagttct tgaagcagea geagctgt 



2493 



2541 



2592 



2652 
2712 
2772 
2832 
2892 
2952 
3012 
3072 
3132 
3192 
3230 



<210> 6 

<211> 776 

<212> PRT 

<213> Homo sapiens 



<400> 6 



Met 


Val 


Gin 


Leu 


His 


Gin 


Asp 


Thr 


Asp 


Pro 


Gin 


He 


Pro 


Lys 


Gly Gin 


1 








5 










10 










15 




Pro 


Cys 


Thr 


Leu 


Asn 


Ser 


Ser 


Glu 


Gly 


Gly 


Ala 


Arg 


Pro 


Ala 


Val 


Pro 








20 










25 










30 






His 


Thr 


Leu 


Phe 


Ser 


Ser 


Ala 


Leu 


Asp 


Arg 


Trp 


Leu 


His 


Asn 


Asp 


Ser 






35 










40 










45 








Phe 


He 


Met 


Ala 


Val 


Gly 


Glu 


Pro 


Leu 


Val 


His 


He 


Arg 


Val 


Thr 


Leu 




50 










55 










60 










Leu 


Leu 


Leu 


Trp 


Phe 


Gly 


Met 


Phe 


Leu 


Ser 


He 


Ser Gly His 


Ser 


Gin 


65 










70 










75 










80 


Ala 


Arg 


Pro 


Ser 


Gin 


Tyr 


Phe 


Thr 


Ser 


Pro 


Glu 


Val 


Val 


He 


Pro 


Leu 










85 










90 










95 




Lys 


Val 


He 


Ser 


Arg 


Gly 


Arg 


Gly 


Ala 


Lys 


Ala 


Pro 


Gly Trp 


Leu 


Ser 








100 










105 










110 






Tyr 


Ser 


Leu 


Arg 


Phe 


Gly 


Gly 


Gin 


Arg 


Tyr 


He 


Val 


His 


Met 


Arg 


Val 






115 










120 










125 








Asn 


Lys 


Leu 


Leu 


Phe 


Ala 


Ala 


His 


Leu 


Pro 


Val 


Phe 


Thr 


Tyr 


Thr 


Glu 




130 










135 










140 










Gin 


His 


Ala 


Leu 


Leu 


Gin 


Asp 


Gin 


Pro 


Phe 


He 


Gin 


Asp 


Asp 


Cys 


Tyr 


145 










150 










155 










160 


Tyr 


His 


Gly 


Tyr 


Val 


Glu 


Gly 


Val 


Pro 


Glu 


Ser 


Leu 


Val 


Ala 


Leu 


Ser 










165 










170 










175 




Thr 


Cys 


Ser 


Gly 


Gly 


Phe 


Leu 


Gly 


Met 


Leu 


Gin 


He 


Asn 


Asp 


Leu 


Val 








180 










185 










190 






Tyr 


Glu 


He 


Lys 


Pro 


He 


Ser 


Val 


Ser 


Ala 


Thr 


Phe 


Glu 


His 


Leu 


Val 






195 










200 










205 








Tyr 


Lys 


He 


Asp 


Ser 


Asp 


Asp 


Thr 


Gin 


Phe 


Pro 


Pro 


Met 


Arg 


Cys 


Gly 
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210 










215 










220 










Leu 


Thr 


Glu 


Glu 


Lys 


•He 


Ala 


His 


Gin 


Met 


Glu 


Leu 


Gin 


Leu 


Ser 


Tyr 


225 










230 










235 










240 


Asn 


Phe 


Thr 


Leu 


Lys 
245 


Gin 


Ser 


Ser 


Phe 


Val 
250 


Gly 


Trp 


Trp 


Thr 


His 
255 


Gin 


Arg 


Phe 


Val 


Glu 
260 


Leu 


Val 


Val 


Val 


Val 
265 


Asp 


Asn 


He 


Arg 


Tyr 
270 


Leu 


Phe 


Ser 


Gin 


Ser 
275 


Asn 


Ala 


Thr 


Thr 


Val 
280 


Gin 


His 


Glu 


Val 


Phe 
285 


Asn 


Val 


Val 


Asn 


He 
290 


Val 


Asp 


Ser 


Phe 


Tyr 
295 


His 


Pro 


Leu 


Glu 


Val 
300 


Asp 


Val 


He 


Leu 


Thr 


Gly 


He 


Asp 


He 


Trp 


Thr 


Ala 


Ser 


Asn 


Pro 


Leu 


Pro 


Thr 


Ser 


Gly 


305 










310 










315 










320 


Asp 


Leu 


Asp 


Asn 


Val 
325 


Leu 


Glu 


Asp 


Phe 


Ser 
330 


He 


Trp 


Lys 


Asn 


Tyr 
335 


Asn 


Leu 


Asn 


Asn 


Arg 
340 


Leu 


Gin 


His 


Asp 


Val 
345 


Ala 


His 


Leu 


Phe 


He 
350 


Lys 


Asp 


Thr 


Gin 


Gly 


Met 


Lys 


Leu Gly 


Val 


Ala 


Tyr 


Val 


Lys 


Gly 


He 


Cys 


Gin 






355 










360 










365 








Asn 


Pro 


Phe 


Asn 


Thr 


Gly Val 


Asp 


Val 


Phe 


Glu 


Asp 


Asn 


Arg 


Leu 


Val 




370 










375 










380 










Val 


Phe 


Ala 


He 


Thr 


Leu 


Gly 


His 


Glu 


Leu 


Gly 


His 


Asn 


Leu 


Gly Met 


385 










390 










395 










400 


Gin 


His 


Asp 


Thr 


Gin 
405 


Trp 


Cys 


Val 


Cys 


Glu 
410 


Leu 


Gin 


Trp 


Cys 


He 
415 


Met 


His 


Ala 


Tyr 


Arg 


Lys 


Val 


Thr 


Thr 


Lys 


Phe 


Ser 


Asn 


Cys 


Ser 


Tyr Ala 








420 










425 










430 






Gin 


Tyr 


Trp 
435 


Asp 


Ser 


Thr 


He 


Ser 
440 


Ser 


Gly 


Leu 


Cys 


He 
445 


Gin 


Pro 


Pro 


Pro 


Tyr 


Pro 


Gly Asn 


He 


Phe 


Arg 


Leu 


Lys 


Tyr 


Cys 


Gly Asn 


Leu 


Val 




450 










455 










460 










Val 


Glu 


Glu 


Gly 


Glu 


Glu 


Cys 


Asp 


Cys 


Gly 


Thr 


He 


Arg 


Gin 


Cys 


Ala 


465 










470 










475 










480 


Lys 


Asp 


Pro 


Cys 


Cys 


Leu 


Leu 


Asn 


Cys 


Thr 


Leu 


His 


Pro 


Gly Ala Ala 










485 










490 










495 




Cys 


Ala 


Phe 


Gly 


He 


Cys 


Cys 


Lys 


Asp 


Cys 


Lys 


Phe 


Leu 


Pro 


Ser Gly 








500 










505 










510 






Thr 


Leu 


Cys 
515 


Arg 


Gin 


Gin 


Val 


Gly 
520 


Glu 


Cys 


Asp 


Leu 


Pro 
525 


Glu 


Trp 


Cys 


Asn 


Gly 


Thr 


Ser 


His 


Gin 


Cys 


Pro 


Asp 


Asp 


Val 


Tyr 


Val 


Gin Asp Gly 




530 










535 










540 










He 


Ser 


Cys 


Asn 


Val 


Asn 


Ala 


Phe 


Cys 


Tyr 


Glu 


Lys 


Thr 


Cys 


Asn 


Asn 


545 










550 










555 










560 


His 


Asp 


He 


Gin 


Cys 
565 


Lys 


Glu 


He 


Phe 

• 


Gly 
570 


Gin 


Asp 


Ala 


Arg 


Ser 
575 


Ala 


Ser 


Gin 


Ser 


Cys 


Tyr 


Gin 


Glu 


He 


Asn 


Thr 


Gin 


Gly Asn Arg 


Phe 


Gly 








580 










585 










590 






His 


Cys 


Gly 


He 


Val 


Gly Thr 


Thr 


Tyr 


Val 


Lys 


Cys 


Trp 


Thr 


Pro 


Asp 






595 










600 










605 








He 


Met 


Cys 


Gly Arg 


Val 


Gin 


Cys 


Glu 


Asn 


Val 


Gly Val 


He 


Pro 


Asn 




610 










615 










620 










Leu 


He 


Glu 


His 


Ser 


Thr 


Val 


Gin 


Gin 


Phe 


His 


Leu 


Asn 


Asp 


Thr 


Thr 


625 










630 










635 










640 


Cys 


Trp 


Gly 


Thr 


Asp 
645 


Tyr 


His 


Leu 


Gly 


Met 
650 


Ala 


He 


Pro 


Asp 


He 
655 


Gly 
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Glu Val Lys Asp Gly Thr Val Cys Gly Pro Glu Lys lie Cys lie Arg 

660 665 670 

Lys Lys Cys Ala Ser Met Val His Leu Ser Gin Ala Cys Gin Pro Lys 

675 680 685 

Thr Cys Asn Met Arg Gly lie Cys Asn Asn Lys Gin His Cys His Cys 

690 695 700 

Asn His Glu Trp Ala Pro Pro Tyr Cys Lys Asp Lys Gly Tyr Gly Gly 
705 710 715 720 

Ser Ala Asp Ser Gly Pro Pro Pro Lys Asn Asn Met Glu Gly Leu Asn 

725 730 735 

Val Met Gly Lys Leu Arg Tyr Leu Ser Leu Leu Cys Leu Leu Pro Leu 

740 745 750 

Val Ala Phe Leu Leu Phe Cys Leu His Val Leu Phe Lys Lys Arg Thr 

755 760 765 

Lys Ser Lys Glu Asp Glu Glu Gly 
770 775 

<210> 7 

<211> 1436 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5 'UTR 
<222> 1 . .263 

<220> 
<221> CDS 
<222> 264 . . 926 

<220> 

<221> 3 'UTR 
<222> 927 . . 1436 

<220> 

<221> polyA_signal 
<222> 1404 . . 1409 

<220> 

<221> polyA_site 
<222> 1421. .1436 

<400> 7 

attgtgcttg gccaatgcct cttctgaagc agccatcccg gcctcttggt actgctgacc 60 
ccagccaggc tacagggatc gattggagct gtccttgggg ctgtaattgg ccccagctga 12 0 
gcagggcaaa cactgaggtc aactacaagc cacaggcccc ttccccagcc tcagttcaca 180 
gctgccctgt tgcagggagg cggtggccct tctgttgcta gaccgagcct gtgggatata 240 
ccaaggcaga ggagcccata gcc atg agg age etc ggg gee etg etc ttg etg 293 

Met Arg Ser Leu Gly Ala Leu Leu Leu Leu 

-15 -10 
etg age gee tge etg geg gtg age get gge eet gtg eea aeg ecg cee 341 
Leu Ser Ala Cys Leu Ala Val Ser Ala Gly Pro Val Pro Thr Pro Pro 

-5 15 
gae aae ate eaa gtg cag gaa aae tte aat ate tet egg ate tat ggg . 389 
Asp Asn lie Gin Val Gin Glu Asn Phe Asn lie Ser Arg lie Tyr Gly 
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10 










15 










20 






aag 


tgg 


tae 


aac 


ctg 


gee 


ate 


ggt 


tec 


ace 


tgc 


ccc 


tgg 


ctg aag aag 


437 


Lys 


Trp 


Tyr 


Asn 


Leu 


Ala 


He 


Gly 


Ser 


Thr 


Cys 


Pro 


Trp 


Leu Lys Lys 






25 










30 










35 








ate 


atg 


gac 


agg 


atg 


aca 


gtg 


age 


aeg 


ctg 


gtg 


ctg 


gga 


gag ggc get 


485 


He 


Met 


Asp 


Arg 


Met 


Thr 


Val 


Ser 


Thr 


Leu 


Val 


Leu 


Gly Glu Gly Ala 




40 










45 










50 






55 




aca 


gag 


geg 


gag 


ate 


age 


atg 


acc 


age 


act 


cgt 


tgg 


egg 


aaa ggt gtc 


533 


Thr 


Glu 


Ala 


Glu 


He 


Ser 


Met 


Thr 


Ser 


Thr 


Arg 


Trp 


Arg 


Lys Gly Val 












60 










65 








70 




tgt 


gag 


gag 


aeg 


tet 


gga 


get 


tat 


gag 


aaa 


aca 


gat 


act 


gat ggg aag 


581 


Cys 


Glu 


Glu 


Thr 


Ser 


Gly Ala 


Tyr 


Glu 


Lys 


Thr 


Asp 


Thr 


Asp Gly Lys 










75 










80 










85 




ttt 


etc 


tat 


cac 


aaa 


tec 


aaa 


tgg 


aac 


ata 


ace 


atg 


gag 


tee tat gtg 


629 


Phe 


Leu 


Tyr 


His 


Lys 


Ser 


Lys 


Trp 


Asn 


He 


Thr 


Met 


Glu 


Ser Tyr Val 








90 










95 










100 






gtc 


cac 


ace 


aac 


tat 


gat 


gag 


tat 


gee 


att 


ttc 


ctg 


ace 


aag aaa ttc 


677 


Val 


His 


Thr 


Asn 


Tyr 


Asp 


Glu 


Tyr 


Ala 


He 


Phe 


Leu 


Thr 


Lys Lys Phe 






105 










110 










115 








age 


cgc 


cat 


cat 


gga 


cec 


acc 


att 


act 


gee 


aag 


etc 


tae 


ggg egg geg 


725 


Ser 


Arg 


His 


His 


Gly 


Pro 


Thr 


He 


Thr 


Ala 


Lys 


Leu 


Tyr 


Gly Arg Ala 




12 0 










125 










130 






135 




ccg 


cag 


ctg 


agg 


gaa 


act 


etc 


ctg 


cag 


gac 


ttc 


aga 


gtg 


gtt gee cag 


■773 


Pro 


Gin 


Leu 


Arg 


Glu 


Thr 


Leu 


Leu 


Gin 


Asp 


Phe 


Arg 


Val 


Val Ala Gin 












140 










145 








150 




ggt 


gtg 


ggc 


ate 


ect 


gag 


gac 


tec 


ate 


ttc 


ace 


atg 


get 


gac ega ggt 


821 


Gly 


Val 


Gly 


He 


Pro 


Glu 


Asp 


Ser 


He 


Phe 


Thr 


Met 


Ala Asp Arg Gly 










155 










160 










165 




gaa 


tgt 


gtc 


cet 


ggg 


gag 


cag 


gaa 


cca 


gag 


ccc 


ate 


tta 


ate ccg aga 


869 


Glu 


Cys 


Val 


Pro 


Gly 


Glu 


Gin 


Glu 


Pro 


Glu 


Pro 


He 


Leu 


He Pro Arg 








170 










175 










180 






gtc 


egg 


agg 


get 


get 


acc 


cca 


aga 


aga 


gga 


agg 


ate 


agg 


ggg tgg gea 


917 


Val 


Arg 


Arg 


Ala 


Ala 


Thr 


Pro 


Arg 


Arg 


Gly Arg 


He 


Arg 


Gly Trp Ala 






185 










190 










195 









act ggt aac tgaagtcace aagaaagaag atteetgeca getgggctae 966 

Thr Gly Asn 

200 

tcggeeggte ectgeatggg aatgaceagc aggtatttet ataatggtae atccatggcc 1026 
tgtgagactt teeagtaegg eggctgcatg ggcaacggta acaacttcgt cacagaaaag 1086 
gagtgtetge agacctgecg aactgtggeg gcctgeaate teeceatagt ceggggcccc 1146 
tgccgagcct teateeaget ctgggcattt gatgctgtca aggggaagtg egteetette 1206 
ecctaegggg gctgceaggg caaegggaac aagttctaet cagagaagga gtgeagagag 1266 
tactgcggtg tecctggtga tggtgatgag gagctgetge gctteteeaa ctgaeaactg 1326 
gccggtetge aagteagagg atggceagtg tetgteeegg ggtectgtgg caggcagege 13 86 
caagcaacet gggtccaaat aaaaactaaa ttgcaaaaaa aaaaaaaaaa 1436 

<210> 8 
<211> 221 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1. .19 
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<400> 8 



Met 


Arg 


Ser 


Leu 


Gly 
-15 


Ala 


Leu 


Leu 


Leu 


Leu 
-10 


Leu 


Ser 


Ala 


Cys 


Leu 
-5 


Ala 


Val 


Ser 


Ala 


Gly 
1 


Pro 


Val 


Pro 


Thr 
5 


Pro 


Pro 


Asp 


Asn 


He 
10 


Gin 


Val 


Gin 


Glu 


Asn 
15 


Phe 


Asn 


He 


Ser 


Arg 
20 


He 


Tyr 


Gly 


Lys 


Trp 
25 


Tyr 


Asn 


Leu 


Ala 


He 


Gly 


Ser 


Thr 


Cys 


Pro 


Trp 


Leu 


Lys 


Lys 


He 


Met 


Asp 


Arg 


Met 


Thr 


30 










35 










40 










45 


Val 


Ser 


Thr 


Leu 


Val 


Leu 


Gly 


Glu 


Gly Ala 


Thr 


Glu 


Ala 


Glu 


He 


Ser 










50 










55 










60 




Met 


Thr 


Ser 


Thr 


Arg 


Trp 


Arg 


Lys 


Gly Val 


Cys 


Glu 


Glu 


Thr 


Ser 


Gly 








65 










70 










75 






Ala 


Tyr 


Glu 
80 


Lys 


Thr 


Asp 


Thr 


Asp 
85 


Gly 


Lys 


Phe 


Leu 


Tyr 
90 


His 


Lys 


Ser 


Lys 


Trp 
95 


Asn 


He 


Thr 


Met 


Glu 
100 


Ser 


Tyr 


Val 


Val 


His 
105 


Thr 


Asn 


Tyr 


Asp 


Glu 


Tyr 


Ala 


He 


Phe 


Leu 


Thr 


Lys 


Lys 


Phe 


Ser 


Arg 


His 


His 


Gly 


Pro 


110 










115 










120 










125 


Thr 


He 


Thr 


Ala 


Lys 


Leu 


Tyr 


Gly Arg Ala 


Pro 


Gin 


Leu 


Arg 


Glu 


Thr 










130 










135 










140 




Leu 


Leu 


Gin 


Asp 


Phe 


Arg 


Val 


Val 


Ala 


Gin Gly 


Val 


Gly 


He 


Pro 


Glu 








145 










150 










155 






Asp 


Ser 


He 


Phe 


Thr 


Met 


Ala 


Asp 


Arg 


Gly Glu 


Cys 


Val 


Pro 


Gly 


Glu 






160 










165 










170 








Gin 


Glu 
175 


Pro 


Glu 


Pro 


He 


Leu 
180 


He 


Pro 


Arg 


Val 


Arg 
185 


Arg 


Ala 


Ala 


Thr 


Pro 


Arg 


Arg 


Gly Arg 


He 


Arg 


Gly 


Trp 


Ala 


Thr 


Gly Asn 









190 195 200 



<210> 9 

<211> 2132 

<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 

<222> 1. .92 

<220> 

<221> CDS 

<222> 93 . . 551 

<220> 

<221> 3 'UTR 

<222> 552 . .2132 

<220> 

<221> polyA_signal 

<222> 2085 . .2090 

<220> 

<221> polyA_site 

<222> 2117 . .2132 
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<400> 9 

gagatgtggt tctgcgcgtg tgcggacggc tgtctgttaa ctccgcggtc agttcccgga . 60 



ctggtggctg gtctgcaggg ttgacctgcg ca 


atg 


cag 


agg 


ctg 


cag 


gta 


gtg 


113 




















Met 


Gin 


Arg 


Leu 


Gin 


Val 


Val 






















-35 










-30 






ctg 


ggc 


cac 


ctg 


agg 


ggt 


ceg 


gcc 


gat 


tee 


ggc 


tgg 


atg 


ceg 


cag 


gee 


161 


Leu 


Gly 


His 


Leu 
-25 


Arg 


Gly 


Pro 


Ala 


Asp 
-20 


Ser 


Gly 


Trp 


Met 


Pro 
-15 


Gin 


Ala 




gcg 


cct 


tgc 


ctg 


age 


ggt 


gcc 


ceg 


cag 


gee 


teg 


gcc 


gcg 


gae 


gtg 


gtg 


209 


Ala 


Pro 


Cys 
-10 


Leu 


Ser 


Gly 


Ala 


Pro 
-5 


Gin 


Ala 


Ser 


Ala 


Ala 
1 


Asp 


Val 


Val 




gtg 


gtg 


cac 


ggg 


egg 


ege 


aeg 


gee 


ate 


tgc 


egg 


gcg 


ggc 


ege 


ggc 


ggc 


257 


Val 


Val 


His 


Gly 


Arg 


Arg 


Thr 


Ala 


He 


Cys 


Arg 


^Ala 


Gly 


Arg 


Gly 


Gly 




5 










10 










15 










20 




ttc 


aag 


gac 


acc 


ace 


ccc 


gac 


gag 


ett 


etc 


teg 


gea 


gtc 


atg 


acc 


gcg 


305 


Phe 


Lys 


Asp 


Thr 


Thr 
25 


Pro 


Asp 


Glu 


Leu 


Leu 
30 


Ser 


Ala 


Val 


Met 


Thr 
35 


Ala 




gtt 


etc 


aag 


gac 


gtg 


aat 


ctg 


agg 


ceg 


gaa 


cag 


ctg 


ggg 


gac 


ate 


tgt 


353 


Val 


Leu 


Lys 


Asp 
40 


Val 


Asn 


Leu 


Arg 


Pro 
45 


Glu 


Gin 


Leu 


Gly 


Asp 
50 


He 


Cys 




gtc 


gga 


aat 


gtg 


ctg 


cag 


cct 


ggg 


gcc 


ggg 


gea 


ate 


atg 


gee 


cga 


ate 


401 


Val 


Gly 


Asn 

55 


Val 


Leu 


Gin 


Pro 


Gly 
60 


Ala 


Gly 

J. 


Ala 


He 


Met 
65 


Ala 


Arq 


He 




gcc 


cag 


ttt 


ctg 


agt 


gac 


ate 


ceg 


gag 


act 


gtg 


cct 


ttg 


tec 


act 


gtc 


449 


Ala 


Gin 
70 


Phe 


Leu 


Ser 


Asp 


He 
75 


Pro 


Glu 


Thr 


Val 


Pro 
80 


Leu 


Ser 


Thr 


Val 




aat 


aga 


cag 


tgt 


teg 


teg 


ggg 


eta 


cag 


gea 


gtg 


gee 


age 


ata 


gea 


ggg 


497 


Asn 


Arg 


Gin 


Cys 


Ser 


Ser 


Gly 


Leu 


Gin 


Ala 


Val 


Ala 


Ser 


He 


Ala 


Gly 




85 










90 










95 










100 




tgg 


agt 


cca 


tgt 


ccc 


tgg 


etg 


aea 


gag 


gga 


ace 


ctg 


gaa 


ata 


tta 


ctt 


545 


Trp 


Ser 


Pro 


Cys 


Pro 
105 


Trp 


Leu 


Thr 


Glu 


Gly 
110 


Thr 


Leu 


Glu 


He 


Leu 
115 


Leu 





ege get tgatggagaa ggagaaggee agagattgee tgattectat ggggataace 601 
A_rg Ala 

tetgagaatg tggctgagcg gtttggeatt teaegggaga ageaggatae ctttgccctg 661 
gctteceage agaaggcage aagagcccag agcaaggget gttteeaage tgagattgtg 721 
cctgtgacca ecacggtcca tgatgaeaag ggcaccaaga ggagcatcae tgtgaeeeag 781 
gatgagggta teegceeeag caccaccatg gagggcctgg eeaaaetgaa gectgectte 841 
aagaaagatg gttctaceac agctggtgag actggtccgg ggtaggggta tgagaaagea 901 
ggecatggee atgetgggtg ctgtactctg ggaacctgga atagaceagg eccctctgea 961 
aagtagaagt gggagggetg ggatctccte atecccaccc cgatgectte ttaccccaac 1021 
agtttgcccc taggaaaetc tageeaggtg agtgatgggg cagctgccat cetgetggee 1081 
cggaggtcea aggeagaaga gttgggcctt cccatcettg gggteetgag gtcttatgea 1141 
gtggttgggg teeeaeetga catcatgggc attggacctg eetatgecat eccagtaget 1201 
ttgeaaaaag caggtaaggt ggetcettca tatagtatet gggtcccacc tggatcetgc 1261 
agetgecctg catgctgttg ceaggggeat gagggtggtc ctgtgggtgc tgeagagtgg 1321 
aggtggggca ggctagtgte ceatacttca ageccttcct gaccccacag etgggattgg 1381 
cteaeeette tggaagagac acacaccagg cagcetgtag geecatggat ggggtgggcc 1441 
ccaggggagg eagagggcca gtgtgtcagc tcaggtcttt aeettgtctg cagggctgac 1501 
agtgagtgac gtggaeatet tegagateaa tgaggecttt geaagceagg etgcctaetg 1561 
tgtggagaag ctaegactec eeeetgagaa ggtgaaecee etggggggtg cagtggcctt 1621 
agggeaccca ctgggetgea etggggeacg acaggtcate acgctgctea atgagctgaa 1681 
gcgccgtggg aagagggcat acggagtggt gtceatgtgc atcgggactg gaatgggagc 1741 
cgctgccgte tttgaatace etgggaactg agtgaggtee caggetggag gcgetacgea 180;l 
gaeagteetg ctgetctage agcaaggcag taacaccaca aaageaaaae eacatgggaa 1861 
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aactcagcac tggtggtggt ggcagtggac agatcaaggc acttcaactc atttggaaaa 1921 

tgtgaacact gatgacatgg tataggagtg ggtggggtgt tgagccaccc atcagaccct 1981 

ctttagctgt gcaagataaa agcagcctgg gtcacccagg ccacaaggcc atggttaatt 2041 

cttaaggcaa ggcaaatcca tggatgagaa gtgcaatggg catagtaaaa gtgcatgaat 2101 

ttatcttaaa aaaagaaaaa aaaaaaaaaa a 2132 

<210> 10 
<211> 153 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1. .35 

<400> 10 

Met Gin Arg Leu Gin Val Val Leu Gly His Leu Arg Gly Pro Ala Asp 
-35 -30 -25 -20 

Ser Gly Trp Met Pro Gin Ala Ala Pro Cys Leu Ser Gly Ala Pro Gin 

-15 -10 -5 

Ala Ser Ala Ala Asp Val Val Val Val His Gly Arg Arg Thr Ala lie 

1 5 10 

Cys Arg Ala Gly Arg Gly Gly Phe Lys Asp Thr Thr Pro Asp Glu Leu 

15 20 25 

Leu Ser Ala Val Met Thr Ala Val Leu Lys Asp Val Asn Leu Arg Pre 
30 35 40 45 

Glu Gin Leu Gly Asp lie Cys Val Gly Asn Val Leu Gin Pro Gly Ala 

50 55 60 

Gly Ala He Met Ala Arg He Ala Gin Phe Leu Ser Asp He Pro Glu 

65 70 75. 

Thr Val Pro Leu Ser Thr Val Asn Arg Gin Cys Ser Ser Gly Leu Gin 

80 85 90 

Ala Val Ala Ser He Ala Gly Trp Ser Pro Cys Pro Trp Leu Thr Glu 

95 100 105 

Gly Thr Leu Glu He Leu Leu Arg Ala 
110 115 

<210> 11 

<211> 2266 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1 . .200 

<220> 
<221> CDS 
<222> 201. .986 

<220> 

<221> 3 'UTR 
<222> 987. .2266 

<220> 
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<221> polyA_signal 
<222> 2233 . .2238 

<220> 

<221> polyA_site 
<222> 2251. .2266 

<400> 11 

aacagagcta gactccgtct caagaagaag aagaaggaga agaaggagaa ggagaaggga 60 
aaaaagaatc ctcatcatta atgcaagtgg aaggaaactc ttcaccaaag aattgatcac 120 
atcatgaaag gtgaaatcat tacggaattg cttaaatata taatttgaat ctggatttaa 180 
aaataataaa tgtgatcagg atg ccc ttc tct cat ctg tct acc tac age ctg 233 

Met Pro Phe Ser His Leu Ser Thr Tyr Ser Leu 
-20 -15 
gtt tgg gtc atg gca gca gtg gtg ctg tgc aca gca caa gtg caa gtg 281 
Val Trp Val Met Ala Ala Val Val Leu Cys Thr Ala Gin Val Gin Val 

-10 -5 1 

gtg acc cag gat gaa aga gag cag ctg tac aca act get tee tta aaa -3 2 9 
Val Thr Gin Asp Glu Arg Glu Gin Leu Tyr Thr Thr Ala Ser Leu Lys 
5 10 15 20 

tgc' tct ctg caa aat gee cag gaa gee etc att gtg aca tgg cag aaa 377 
Cys Ser Leu Gin Asn Ala Gin Glu Ala Leu lie Val Thr Trp Gin Lys 

25 30 ^ 35 

aag aaa get gta age eca gaa aac atg gtc acc ttc age gag aac eat 425 
Lys Lys Ala Val Ser Pro Glu Asn Met Val Thr Phe Ser Glu Asn His 

40 45 50 

999 9tg gtg ate cag cet gee tat aag gac aag ata aac att ace cag 473 
Gly Val Val He Gin Pro Ala Tyr Lys Asp Lys He Asn He Thr Gin 

55 60 65 

etg gga etc caa aac tea ace ate acc -ttc tgg aat ate ace ctg gag 521 
Leu Gly Leu Gin Asn Ser Thr lie Thr Phe Trp Asn He Thr Leu Glu 

70 75 80 

gat gaa ggg tgt tac atg tgt etc ttc aat acc ttt ggt ttt ggg aag 569 
Asp Glu Gly Cys Tyr Met Cys Leu Phe Asn Thr Phe Gly Phe Gly Lys 
85 90 95 100 

ate tea gga acg gee tgc etc ace gtc tat gta cag ccc ata gta tec 617 
He Ser Gly Thr Ala Cys Leu Thr Val Tyr Val Gin Pro He Val Ser 

105 110 115 

ctt cac tac aaa ttc tct gaa gac cac eta aat ate act tgc tct gee 665 
Leu His- Tyr Lys Phe Ser Glu Asp His Leu Asn He Thr Cys Ser Ala 

120 125 130 

act. gee cge eca gee ecc atg gtc ttc tgg aag gte ect egg tea ggg 713 
Thr Ala Arg Pro Ala Pro Met Val Phe Trp Lys Val Pro Arg Ser Gly 

135 140 145 

att gaa aat agt aca gtg act ctg tct cac eca aat ggg aee acg tct 761 
He Glu Asn Ser Thr Val Thr Leu Ser His Pro Asn Gly Thr Thr Ser 

150 155 160 

gtt acc age ate etc eat ate aaa gac cet aag aat cag gtg ggg aag 809 
Val Thr Ser He Leu His He Lys Asp Pro Lys Asn Gin Val Gly Lys 
165 170 175 180 

gag gtg ate tgc cag gtg etg cac ctg ggg act gtg acc gac ttt aag 857 
Glu Val He Cys Gin Val Leu His Leu Gly Thr Val Thr Asp Phe Lys 

185 190 195 

caa acc gtc aac aaa ggc tat tgg ttt tea gtt ceg eta ttg eta age 905 
Gin Thr Val Asn Lys Gly Tyr Trp Phe Ser Val Pro Leu Leu Leu Ser 
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200 205 210 

att gtt tec ctg gta att ctt etc gtc eta ate tea ate tta etg tac 953 
lie Val Ser Leu Val lie Leu Leu Val Leu lie Ser lie Leu Leu Tyr 

215 220 225 

tgg aaa cgt cae egg aat eag gae ega gag ccc taaataagtc acaeageaec 1006 
Trp Lys Arg His Arg Asn Gin Asp Arg Glu Pro 

230 235 
ctgaaagtga ttceetggtc tacttgaatt tgacaeaaga gaaaagcagg agaaaaaggg 1066 
geeattctcc aaaggacetg aaagagcaaa agaggtggga gcgaaagect taaggatccc 1126 
acgacttttt actgecatct gagctactca gtgtttgaat cccaagagga agtcagttta 1186 
cetctcaggt ctgttgtagg acttgatttt gtaaageaat gceatgttat gtggttgaaa 1246 
gggcactgga cttagttagt atcaggagca ctgagctcac agactgaett gggctcctac 1306 
tggtggggae etctgttagt cactttacet catccaaagt ataaaggaat tggaccaaat 1366 
aatttaccae atagctctaa aacttaattt aaaatgtaat tccagaaaaa aaaagggaat 1426 
aagcaaaggg ggaagaattg aaagagagag agaagaaaga ataeagagag ettaectttt 14 86 
gcetttctgt tgatgttaca tctcttcttc ctatgttctt aggtctatga gtetgtttcc 1546 
ccateatttg gtatctagte cagttcctgc ttaetgcttt gctaataget ggecttgeta 1606 
gaatccttgg tttcactgct gttctteatg tgcttetatg agatttactc caacacaaat 1666 
aggaetgaat ttattgtgaa gtaacattgg caatettaae ttatteattt aaettatttt 1726 
tatagctaga taaatattgt tagtettaga caatagctca cattttttga gaagcatgec 1786 
ctccctgtce atttgtetta taaeatgaee cagcectatt ttacgtcatt ctaaatteag 1846 
cctcatataa tgaaaataea ttatgaaaae agatgtttag gagatttcct gtatageagt 1906 
eagceaatte atatgctttg tctctgctgg cttettttte eatgcgttaa etttteccaa 1966 
tageagagga ggeaaatatg agcatacaat ceetttgtte taaagatatt gttccagcta 2026 
gtggaatgat gttgaatett taataaeeat aattagttgc ttttteagta tettetgett 2086 
tgtctgtgte tateeagtgg cetaggaatt aaagtgtaag ttgttttcge tgttaaattg 2146 
gatatttata tatatatata tagcaagatt ttcatgtgtt atttaattct gtattgtttc 2206 
ttatatttgt agtaaaatat tgaacaatta aaagtgttga ctccaaaaaa aaaaaaaaaa 2266 . 

<210> 12 

<211> 262 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> SIGNAL 
<222> 1 . .23 

<400> 12 

Met Pro Phe Ser His Leu Ser Thr Tyr Ser Leu Val Trp Val Met Ala 

-20 -15 -10 

Ala Val Val Leu Cys Thr Ala Gin Val Gin Val Val Thr Gin Asp Glu 

-5 15 
Arg Glu Gin Leu Tyr Thr Thr Ala Ser Leu Lys Cys Ser Leu Gin Asn 
10 15 20 25 

Ala Gin Glu Ala Leu He Val Thr Trp Gin Lys Lys Lys Ala Val Ser 

30 35 40 

Pro Glu Asn Met Val Thr Phe Ser Glu Asn His Gly Val Val He Gin 

45 50 55 

Pro Ala Tyr Lys Asp Lys He Asn lie Thr Gin Leu Gly Leu Gin Asn 

60 65 70 

Ser Thr He Thr Phe Trp Asn He Thr Leu Glu Asp Glu Gly Cys Tyr 

75 80 85 

Met Cys Leu Phe Asn Thr Phe Gly Phe Gly Lys He Ser Gly Thr Ala 
90 95 100 105 
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Cys 


Leu 


Thr 


Val 


Tyr 
110 


Val 


Gin 


Pro 


He 


Val 
115 


Ser 


Leu 


His 


Tyr 


Lys 
120 


Phe 


Ser 


Glu 


Asp 


His 
125 


Leu 


Asn 


He 


Thr 


Cys 
130 


Ser 


Ala 


Thr 


Ala 


Arg 
135 


Pro 


Ala 


Pro 


Met 


Val 
140 


Phe 


Trp 


Lys 


Val 


Pro 
145 


Arg 


Ser 


Gly 


He 


Glu 
150 


Asn 


Ser 


Thr 


Val 


Thr 
155 


Leu 


Ser 


His 


Pro 


Asn 
160 


Gly 


Thr 


Thr 


Ser 


Val 
165 


Thr 


Ser 


He 


Leu 


His 


He 


Lys 


Asp 


Pro 


Lys 


Asn 


Gin 


Val 


Gly 


Lys 


Glu 


Val 


He 


Cys 


Gin 


170 










175 










180 










185 


Val 


Leu 


His 


Leu 


Gly 
190 


Thr 


Val 


Thr 


Asp 


Phe 
195 


Lys 


Gin 


Thr 


Val 


Asn 
200 


Lys 


Gly 


Tyr 


Trp 


Phe 
205 


Ser 


Val 


Pro 


Leu 


Leu 
210 


Leu 


Ser 


He 


Val 


Ser 
215 


Leu 


Val 


He 


Leu 


Leu 
220 


Val 


Leu 


He 


Ser 


He 
225 


Leu 


Leu 


Tyr 


Trp 


Lys 
230 


Arg 


His 


Arg 


Asn 


Gin 
235 


Asp 


Arg 


Glu 


Pro 























<210> 13 
<211> 1597 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1. .65 

<220> 
<221> CDS 
<222> 66. .1334 

<220> 

<221> 3'UTR 
<222> 1335 . . 1597 

<220> 

<221> polyA_signal 
<222> 1558 . . 1563 

<220> 

<221> polyA_site 
<222> 1582 . .1597 

<400> 13 

actactccag acagacggct ttggaatcca ccagctacat ccagctccct gaggcagagt 60 
tgaga atg gag aga atg tta act etc ctg act ctg ggg etc ttg gcg get 110 
Met Glu Arg Met Leu Pro Leu Leu Thr Leu Gly Leu Leu Ala Ala 
-20 -15 -10 

ggg ttc tge eet get gtc etc tgc cac cct aac age eea ett gac gag 158 
Gly Phe Cys Pro Ala Val Leu Cys His Pro Asn Ser Pro Leu Asp Glu 

-5 15 
gag aat ctg acc cag gag aac caa gac ega ggg aca cac gtg gac etc 206 
Glu Asn Leu Thr Gin Glu Asn Gin Asp Arg Gly Thr His Val Asp Leu 
10 15 20 
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gga 


tta 


gee 


tec 


gee 


aae 


gtg 


gae 


ttc 


get 


etc 


age 


etg 


tac 


aag 


cag 


254 


Gly 


Leu 


Ala 


Ser 


Ala 


Asn 


Val 


Asp 


Phe 


Ala 


Leu 


Ser 


Leu 


Tyr 


Lys 


Gin 




25 










30 










35 










40 




tta 


gtc 


ctg 


aag 


gee 


cct 


gat 


aag 


aat 


gtc 


ate 


ttc 


tec 


cea 


etg 


age 


302 


Leu 


Val 


Leu 


Lys 


Ala 


Pro 


Asp 


Lys 


Asn 


Val 


He 


Phe 


Ser 


Pro 


Leu 


Ser 












45 










50 










55 






ate 


tee 


ace 


gee 


ttg 


gee 


ttc 


ctg 


tet 


ctg 


ggg 


gee 


cat 


aat 


ace 


ace 


350 


lie 


Ser 


Thr 


Ala 


Leu 


Ala 


Phe 


Leu 


Ser 


Leu 


Gly 


Ala 


His 


Asn 


Thr 


Thr 










60 










65 










70 








ctg 


aca 


gag 


att 


etc 


aaa 


gge 


etc 


aag 


ttc 


aae 


etc 


acg 


gag 


act 


tet 


398 


Leu 


Thr 


Glu 


He 


Leu 


Lys 


Gly Leu 


Lys 


Phe 


Asn 


Leu 


Thr 


Glu 


Thr 


Ser 








75 










80 










85 










gag 


gca 


gaa 


att 


cac 


cag 


age 


ttc 


cag 


cae 


etc 


ctg 


cgc 


acc 


etc 


aat 


446 


Glu 


Ala 


Glu 


He 


His 


Gin 


Ser 


Phe 


Gin 


His 


Leu 


Leu 


Arg 


Thr 


Leu 


Asn 






90 










95 










100 












cag 


tee 


age 


gat 


gag 


ctg 


cag 


ctg 


agt 


atg 


gga 


aat 


gee 


atg 


ttt 


gtc 


494 


Gin 


Ser 


Ser 


Asp 


Glu 


Leu 


Gin 


Leu 


Ser 


Met 


Gly 


Asn 


Ala 


Met 


Phe 


Val 




105 










110 










115 










120 




aaa 


gag 


caa 


etc 


agt 


ctg 


ctg 


gae 


agg 


ttc 


acg 


gag 


gat 


gee 


aag 


agg 


542 


Lys 


Glu 


Gin 


Leu 


Ser 


Leu 


Leu 


Asp 


Arg 


Phe 


Thr 


Glu 


Asp 


Ala 


Lys 


Arg 












125 










130 










135 






ctg 


tat 


ggc 


tec 


gag 


gee 


ttt 


gee 


act 


gae 


ttt 


cag 


gae 


tea 


get 


gca 


590 


Leu 


Tyr 


Gly 


Ser 


Glu 


Ala 


Phe 


Ala 


Thr 


Asp 


Phe 


Gin 


Asp 


Ser 


Ala 


Ala 










140 










145 










150 






> 


get 


aag 


aag 


etc 


ate 


aae 


gae 


tac 


gtg 


aag 


aat 


gga 


act 


agg 


ggg 


aaa 


638 


Ala 


Lys 


Lys 


Leu 


He 


Asn 


Asp 


Tyr 


Val 


Lys 


Asn 


Gly Thr Arg Gly 


Lys 








155 










160 










165 










ate 


aca 


gat 


ctg 


ate 


aag 


gae 


ctt 


gae 


teg 


cag 


aca 


atg 


atg 


gtc 


ctg 


686 


lie 


Thr 


Asp 


Leu 


He 


Lys 


Asp 


Leu 


Asp 


Ser 


Gin 


Thr 


Met 


Met 


Val 


Leu 






170 










175 










ISO 












gtg 


aat 


tac 


ate 


ttc 


ttt 


aaa 


gee 


aaa 


tgg 


gag 


atg 


cec 


ttt 


gae 


cec 


734 


Val 


Asn 


Tyr 


He 


Phe 


Phe 


Lys 


Ala 


Lys 


Trp 


Glu 


Met 


Pro 


Phe 


Asp 


Pro 




185 










190 










195 










200 




caa 


gat 


act 


cat 


cag 


tea 


agg 


ttc 


tac 


ttg 


age 


aag 


aaa 


aag 


tgg 


gta 


782 


Gin 


Asp 


Thr 


His 


Gin 


Ser 


Arg 


Phe 


Tyr 


Leu 


Ser 


Lys 


Lys 


Lys 


Trp 


Val 












205 










210 










215 






atg 


9tg 


cec 


atg 


atg 


agt 


ttg 


cat 


cac 


ctg 


act 


ata 


cct 


tac 


ttc 


egg 


830 


Met 


Val 


Pro 


Met 


Met 


Ser 


Leu 


His 


His 


Leu 


Thr 


He 


Pro 


Tyr 


Phe 


Arg 










220 










225 










230 








gae 


gag 


gag 


ctg 


tec 


tgc 


ace 


gtg 


gtg 


gag 


ctg 


aag 


tae 


aca 


ggc 


aat 


878 


Asp 


Glu 


Glu 


Leu 


Ser 


Cys 


Thr 


Val 


Val 


Glu 


Leu 


Lys 


Tyr 


Thr 


Gly 


Asn 








235 










240 










245 










gee 


age 


gca 


etc 


ttc 


ate 


etc 


cet 


gat 


caa 


gae 


aag 


atg 


gag 


gaa 


gtg 


926 


Ala 


Ser 


Ala 


Leu 


Phe 


He 


Leu 


Pro 


Asp 


Gin 


Asp 


Lys 


Met 


Glu 


Glu 


Val 






250 










255 










260 












gaa 


gee 


atg 


etg 


etc 


cea 


gag 


acc 


ctg 


aag 


egg 


tgg 


aga 


gae 


tet 


ctg 


974 


Glu 


Ala 


Met 


Leu 


Leu 


Pro 


Glu 


Thr 


Leu 


Lys 


Arg 


Trp 


Arg 


Asp 


Ser 


Leu 




265 










270 










275 










280 




gag 


ttc 


aga 


gag 


ata 


ggt 


gag 


etc 


tac 


ctg 


cea 


aag 


ttt 


tee 


ate 


teg 


1022 


Glu 


Phe 


Arg 


Glu 


He 


Gly 


Glu 


Leu 


Tyr 


Leu 


Pro 


Lys 


Phe 


Ser 


He 


Ser 












285 










290 










295 






agg 


gae 


tat 


aae 


ctg 


aac 


gae 


ata 


ctt 


etc 


cag 


ctg 


ggc 


att 


gag 


gaa 


1070 


Arg 


Asp 


Tyr 


Asn 


Leu 


Asn 


Asp 


He 


Leu 


Leu 


Gin 


Leu 


Gly 


He 


Glu 


Glu 










300 










305 










310 








gee 


ttc 


ace 


age 


aag 


get 


gae 


ctg 


tea 


ggg 


ate 


aca 


ggg 


gee 


agg 


aae 


1118 
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Ala Phe Thr Ser Lys Ala Asp Leu Ser Gly lie Thr Gly Ala Arg Asn 

315 320 325 

eta gca gtc tec cag gtg gte cat aag get gtg ctt gat gta ttt gag 1166 
Leu Ala Val Ser Gin Val Val His Lys Ala Val Leu Asp Val Phe Glu 

330 335 340 

gag gge aea gaa gea tct get gee aea gea gtc aaa ate aec etc ett 1214 
Glu Gly Thr Glu Ala Ser Ala Ala Thr Ala Val Lys lie Thr Leu Leu 
345 350 355 360 

tct gca tta gtg gag aea agg aec att gtg cgt ttc aac agg eee tte 1262 
Ser Ala Leu Val Glu Thr Arg Thr He Val Arg Phe Asn Arg Pro Phe 

365 370 375 

etg atg ate att gte eet aea gae aec cag aac ate ttc ttc atg age 1310 
Leu Met He He Val Pro Thr Asp Thr Gin Asn He Phe Phe Met Ser 

380 385 390 

aaa gtc ace aat eee aag eaa gee tagagettgc cateaagcag tggggctcte 1364 
Lys Val Thr Asn Pro Lys Gin Ala 

395 400 
agtaaggaac ttggaatgca agetggatgc etgggtctct gggcacagec tggeeeetgt 1424 
geaccgagtg geeatggeat gtgtggeeet gtetgettat cettggaagg tgaeagegat 1484 
teeetgtgta getcteacat gcacagggge ceatggaete ttcagtetgg agggtectgg 1544 
gectcetgae ageaataaat aatttcgttg gaeacgeaaa aaaaaaaaaa aaa 1597 

<210> 14 
<211> 423 
<212> PRT 

<213> Homo sapiens ; 
<220> 

<221> SIGNAL 
<222> 1. .23 

<400> 14 

Met Glu Arg Met Leu Pro Leu Leu Thr Leu Gly Leu Leu Ala Ala Gly 

-20 "15 -10 

Phe Cys Pro Ala Val Leu Cys His Pro Asn Ser Pro Leu Asp Glu Glu 

-5 15 
Asn Leu Thr Gin Glu Asn Gin Asp Arg Gly Thr His Val Asp Leu Gly 
10 15 20 25 

Leu Ala Ser Ala Asn Val Asp Phe Ala Leu Ser Leu Tyr Lys Gin Leu 

30 35 40 

Val Leu Lys Ala Pro Asp Lys Asn Val He Phe Ser Pro Leu Ser He 

45 50 55 

Ser Thr Ala Leu Ala Phe Leu Ser Leu Gly Ala His Asn Thr Thr Leu 

60 65 70 

Thr Glu He Leu Lys Gly Leu Lys Phe Asn Leu Thr Glu Thr Ser Glu 

75 80 85 

Ala Glu He His Gin Ser Phe Gin His Leu Leu Arg Thr Leu Asn Gin 
90 95 100 105 

Ser Ser Asp Glu Leu Gin Leu Ser Met Gly Asn Ala Met Phe Val Lys 

110 115 120 

Glu Gin Leu Ser Leu Leu Asp Arg Phe Thr Glu Asp Ala Lys Arg Leu 

125 130 135 

Tyr Gly Ser Glu Ala Phe Ala Thr Asp Phe Gin Asp Ser Ala Ala Ala 

140 145 150 

Lys Lys Leu He Asn Asp Tyr Val Lys Asn Gly Thr Arg Gly Lys He 



J:\GEN\142. US05.REG\Sequence\SEQLiST-22Dec2003.doc/DNB/si 



20 G-142US05REG 



155 160 165 

Thr Asp Leu lie Lys Asp Leu Asp Ser Gin Thr Met Met Val Leu Val 
170 175 180 185 

Asn Tyr lie Phe Phe Lys Ala Lys Trp Glu Met Pro Phe Asp Pro Gin 

190 195 200 

Asp Thr His Gin Ser Arg Phe Tyr Leu Ser Lys Lys Lys Trp Val Met 

205 210 215 

Val Pro Met Met Ser Leu His His Leu Thr lie Pro Tyr Phe Arg Asp 

220 225 230 

Glu Glu Leu Ser Cys Thr Val Val Glu Leu Lys Tyr Thr Gly Asn Ala 

235 240 245 

Ser Ala Leu Phe lie Leu Pro Asp Gin Asp Lys Met Glu Glu Val Glu 
250 255 260 265 

Ala Met Leu Leu Pro Glu Thr Leu Lys Arg Trp Arg Asp Ser Leu Glu 

270 275 280 

Phe Arg Glu lie Gly Glu Leu Tyr Leu Pro Lys Phe Ser lie Ser Arg 

285 290 . 295 

Asp Tyr Asn Leu Asn Asp lie Leu Leu Gin Leu Gly lie Glu Glu Ala 

300 305 310 

Phe Thr Ser Lys Ala Asp Leu Ser Gly lie Thr Gly Ala Arg Asn Leu 

315 320 325 

Ala Val Ser Gin Val Val His Lys Ala Val Leu Asp Val Phe Glu Glu 
330 335 340 345 

Gly Thr Glu Ala Ser Ala Ala Thr Ala Val Lys lie Thr Leu Leu Ser 

350 355 360 

Ala Leu Val Glu Thr Arg Thr lie Val Arg Phe Asn Arg Pro Phe Leu 

365 370 375 

Met lie lie Val Pro' Thr Asp Thr Gin Asn lie Phe Phe Met Ser Lys 

380 385 390 

Val Thr Asn Pro Lys Gin Ala 
395 400 

<210> 15 

<211> 1397 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .152 

<220> 
<221> CDS 
<222> 153 . . 806 

<220> 

<221> 3'UTR 
<222> 807 . . 1397 

<220> 

<221> polyA_signal 
<222> 1362 . . 1367 

<220> 

<221> polyA_site 
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<222> 1382 . . 1397 
<400> 15 

agacctagga ggtgcgacag acccgcgggg caaacggact ggggccaaga gccgggagcg 60 
cgggcgcaaa ggcaccaggg cccgcccagg gcgcctcgca gcacggcctt gggggttctg 120 
cgggccttcg ggtgcgcgtc tcgcctctag cc atg ggg tec gca gcg ttg gag 173 

Met Gly Ser Ala Ala Leu Glu 

1 5 

ate etg gge ctg gtg ctg tge etg gtg gge tgg ggg ggt ctg ate ctg 221 
lie Leu Gly Leu Val Leu Cys Leu Val Gly Trp Gly Gly Leu lie Leu 

10 15 20 

geg tge ggg etg ccc atg tgg cag gtg aee gee tte etg gac cac aae 269 
Ala Cys Gly Leu Pro Met Trp Gin Val Thr Ala Phe Leu Asp His Asn 

25 30 35 

ate gtg aeg geg eag ace acc tgg aag ggg etg tgg atg teg tge gtg 317 
He Val Thr Ala Gin Thr Thr Trp Lys Gly Leu Trp Met Ser Cys Val 
40 45 50 55 

gtg eag age aee ggg cac atg cag tge aaa gtg tac gac teg gtg etg 3 65 
Val Gin Ser Thr Gly His Met Gin Cys Lys Val Tyr Asp Ser Val Leu 

60 65 70 

get ctg age acc gag gtg cag geg geg egg geg etc aee gtg age gee 413 
Ala Leu Ser Thr Glu Val Gin Ala Ala Arg Ala Leu Thr Val Ser Ala 

75 80 85 

gtg ctg ctg geg tte gtt gcg etc tte gtg aee etg gcg gge gcg cag 461 
Val Leu Leu Ala Phe Val Ala Leu Phe Val Thr Leu Ala Gly Ala Gin 

90 95 100 

tge aee ace tge gtg gee eeg gge ccg gee aag geg egt gtg gee etc 509 
Cys Thr Thr Cys Val Ala Pro Gly Pro Ala Lys Ala Arg Val Ala Leu 

105 110 115 

aeg gga gge gtg etc tac etg ttt tge ggg etg etg geg etc gtg cea 557 
Thr Gly Gly Val Leu Tyr Leu Phe Cys Gly Leu Leu Ala Leu Val Pro 
120 125 130 135 

etc tge tgg tte gee aae att gtc gtc cgc gag ttt tac gac ccg tct 605 
Leu Cys Trp Phe Ala Asn He Val Val Arg Glu Phe Tyr Asp Pro Ser 

140 145 150 

gtg cce gtg teg cag aag tac gag etg gge gca gcg etg tac ate gge 653 
Val Pro Val Ser Gin Lys Tyr Glu Leu Gly Ala Ala Leu Tyr He Gly 

155 160 165 

tgg gcg gee acc geg ctg etc atg gta gge gge tge etc ttg tge tge 701 
Trp Ala Ala Thr Ala Leu Leu Met Val Gly Gly Cys Leu Leu Cys Cys 

170 175 180 

gge gee tgg gte tge acc gge cgt cec gac etc age tte ccc gtg aag 74 9 
Gly Ala Trp Val Cys Thr Gly Arg Pro Asp Leu Ser Phe Pro Val Lys 

185 190 195 

tac tea gcg ccg egg egg ccc aeg gee aee gge gac aae gac aag aag 7 97 
Tyr Ser Ala Pro Arg Arg Pro Thr Ala Thr Gly Asp Asn Asp Lys Lys 
200 205 210 215 

aae tac gte tgagggeget gggeacggec gggcccctee tgceagecac 846 
Asn Tyr Val 

gectgegagg egttggataa gcctggggag eceegcatgg accgeggett cegccgggta 906 
gcgcggcgeg caggcttcte ggaacgtccg getetgegcc ccgaegeggc tectggatec 966 
getectgect gcgcecgcag ctgaeettct cetgecacta gcceggceet geccttaaca 1026 
gaeggaatga agttteettt tctgtgcgeg gcgctgttte eataggcaga gegggtgtea 1086 
gaetgaggat ttcgcttccc eteeaagacg ctgggggtet tggetgctgc ettaetteee 1146 
^gaggctcet gctgaetteg gaggggegga tgcagagece agggccccea eeggaagatg 1206 
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tgtacagctg gtctttactc catcggcagg gcccgagccc agggaccagt gacttggcct 1266 

ggacctcccg gtctcactcc agcatctccc caggcaaggc ttgtgggcac cggagcttga 1326 

gagagggcgg gagtgggaag gctaagaatc tgcttagtaa atggtttgaa ctctgaaaaa 13 86 

aaaaaaaaaa a 13 97 , 

<210> 16 

<211> 218 

<212> PRT 

<213> Homo sapiens 

<400> 16 

Met Gly Ser Ala Ala Leu Glu lie Leu Gly Leu Val Leu Cys Leu Val 

1 5 10 15 

Gly Trp Gly Gly Leu lie Leu Ala Cys Gly Leu Pro Met Trp Gin Val 

20 25 30 

Thr Ala Phe Leu Asp His Asn lie Val Thr Ala Gin Thr Thr Trp Lys 

35 40 45 

Gly Leu Trp Met Ser Cys Val Val Gin Ser Thr Gly His Met Gin Cys 

50 55 60 

Lys Val Tyr Asp Ser Val Leu Ala Leu Ser Thr Glu Val Gin Ala Ala 
65 70 75 80 

Arg Ala Leu Thr Val Ser Ala Val Leu Leu Ala Phe Val Ala Leu Phe 

85 90 95 

Val Thr Leu Ala Gly Ala Gin Cys Thr Thr Cys Val Ala Pro Gly Pro 

100 105 110 

Ala Lys Ala Arg Val Ala Leu Thr Gly Gly Val Leu Tyr Leu Phe Cys 

115 120 125 

Gly Leu Leu Ala Leu Val Pro Leu Cys Trp Phe Ala Asn He Val Val 

130 135 140 

Arg Glu Phe Tyr Asp Pro Ser Val Pro Val Ser Gin Lys Tyr Glu Leu 
145 150 155 160 

Gly Ala Ala Leu Tyr He Gly Trp Ala Ala Thr Ala Leu Leu Met Val 

165 170 175 

Gly Gly Cys Leu Leu Cys Cys Gly Ala Trp Val Cys Thr Gly Arg Pro 

180 185 190 

Asp Leu Ser Phe Pro Val Lys Tyr Ser Ala Pro Arg Arg Pro Thr Ala 

195 200 205 

Thr Gly Asp Asn Asp Lys Lys Asn Tyr Val 
210 215 

<210> 17 

<211> 782 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .62 

<220> 
<221> CDS 
<222> 63 . .572 

<220> 

<221> 3'UTR 
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<222> 573. .782 
<220> 

<221> polyA_signal 
<222> 750 . . 755 

<220> 

<221> polyA_site 
<222> 767. .782 

<400> 17 

atatgtcatc aggccccccg cctgggaggt gtgctgccag agattttgcc tcttcaaggt 60 
ga atg egg ctt caa ggg get ate ttt gtg etc ctg cee eae etg ggg 107 
Met Arg Leu Gin Gly Ala lie Phe Val Leu Leu Pro His Leu Gly 
15 10 15 

eee ate etg gte tgg ctg tte aet cgt gat eae atg tct ggt tgg tgt 155 
Pro lie Leu Val Trp Leu Phe Thr Arg Asp His Met Ser Gly Trp Cys 

20 25 30 

gag gge eeg agg atg ctg tec tgg tge eea tte tac aaa gte tta ttg 203 
Glu Gly Pro Arg Met Leu Ser Trp Cys Pro Phe Tyr Lys Val Leu Leu 

35 40 45 

ctt gta cag aca gee ate tac tet gte gtg gge tat gee tee tac ctg 251 
Leu Val Gin Thr Ala lie Tyr Ser Val Val Gly Tyr Ala Ser Tyr Leu 

50 55 60 

gtg tgg aag gac etg gga ggg gge ttg ggg tgg ccc etg gee ctg cet 2 99 
Val Trp Lys Asp Leu Gly Gly Gly Leu Gly Trp Pro Leu Ala Leu Pro 

65 70 75 

ctt gge etc tat get gat cag etc ace ate age tgg aet gte ctg gtt 347 
Leu Gly Leu Tyr Ala Asp Gin Leu Thr lie Ser Trp Thr Val Leu Val 
80 85 90 95 

etc ttt tte aca gte eae aac cet ggt ctg gee etg etg eae ctg ctg 395 
Leu Phe Phe Thr Val His Asn Pro Gly Leu Ala Leu Leu His Leu Leu 

100 105 110 

ctg ctg tat ggg etg gtg gtg age aca gca ctg ate tgg cat ccc ate 443 
Leu Leu Tyr Gly Leu Val Val Ser Thr Ala Leu lie Trp His Pro lie 

115 120 125 

aac aaa ctg get gcc etg tta etg etg ccc tac eta gee tgg etc ace 4 91 
Asn Lys Leu Ala Ala Leu Leu Leu Leu Pro Tyr Leu Ala Trp Leu Thr 

130 135 140 

gtg act tea gcc etc ace tac eae ctg tgg agg gae age ctt tgt cca 539 
Val Thr Ser Ala Leu Thr Tyr His Leu Trp Arg Asp Ser Leu Cys Pro 

145 150 155 

gtg eae cag cet eag eee aeg gag aag agt gac tgaggeecta gggcatggga 592 
Val His Gin Pro Gin Pro Thr Glu Lys Ser Asp 
160 165 170 

gaggagggae geccagggtg gggaggaaga gtctgeaage agggctgtgg agttagggtt 652 
caccccaatg ggaceaccet cctgggtccc etggtgccgt ttttccttag aaateagaga 712 
aatgggaaag ggggggaaac tgattttaea ettaaataat aaaatcctat tagtaaaaaa 772 
aaaaaaaaaa 782 

<210> 18 
<211> 170 
<212> PRT 

<213> Homo sapiens 
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<400> 18 



Met 


Arg 


Leu 


Gin 


Gly 


Ala 


He 


Phe 


Val Leu 


Leu 


Pro 


His 


Leu Gly 


Pro 


1 








5 








10 










15 




He 


Leu 


Val 


Trp 


Leu 


Phe 


Thr 


Arg 


Asp His 


Met 


Ser 


Gly Trp 


Cys 


Glu 








20 










25 








30 






Gly 


Pro 


Arg 


Met 


Leu 


Ser 


Trp 


Cys 


Pro Phe 


Tyr 


Lys 


Val 


Leu 


Leu 


Leu 






35 










40 








45 








Val 


Gin 


Thr 


Ala 


He 


Tyr 


Ser 


Val 


Val Gly 


Tyr 


Ala 


Ser 


Tyr 


Leu 


Val 




50 










55 








60 










Trp 


Lys 


Asp 


Leu 


Gly 


Gly Gly 


Leu 


Gly Trp 


Pro 


Leu 


Ala 


Leu 


Pro 


Leu 


65 










70 








75 










80 


Gly 


Leu 


Tyr 


Ala 


Asp 


Gin 


Leu 


Thr 


He Ser 


Trp 


Thr 


Val 


Leu 


Val 


Leu 










85 








90 










95 




Phe 


Phe 


Thr 


Val 


His 


Asn 


Pro 


Gly Leu Ala 


Leu 


Leu 


His 


Leu 


Leu 


Leu 








100 










105 








110 






Leu 


Tyr 


Gly 


Leu 


Val 


Val 


Ser 


Thr 


Ala Leu 


He 


Trp 


His 


Pro 


He 


Asn 






115 










120 








125 








Lys 


Leu 


Ala 


Ala 


Leu 


Leu 


Leu 


Leu 


Pro Tyr 


Leu 


Ala 


Trp 


Leu 


Thr 


Val 




130 










135 








140 










Thr 


Ser 


Ala 


Leu 


Thr 


Tyr 


His 


Leu 


Trp Arg 


Asp 


Ser 


Leu 


Cys 


Pro 


Val 


14 5 










150 








155 










160 


His 


Gin 


Pro 


Gin 


Pro 


Thr 


Glu 


Lys 


Ser Asp 















165 170 



<210> 19 
<211> 789 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1. .62 

<220> 
<221> CDS 
<222> 63 . . 572 

<220> 

<221> 3'UTR 
<222> 573 . .789 

<220> 

<221> polyA_signal 
<222> 750. .755 

<220> 

<221> polyA_site 
<222> 774 . .789 

<400> 19 

atatgtcatc aggccccccg cctgggaggt gtgctgccag agattttgcc tcttcaaggt 60 
ga atg egg ctt caa ggg get ate ttt gtg etc ctg ccc eae ctg ggg 107 
Met Arg Leu Gin Gly Ala He Phe Val Leu Leu Pro His Leu Gly 
15 10 15 

ecc ate ctg gtc tgg ctg ttc act egt gat cac atg tet ggt ttg tgt 155 
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Pro lie Leu Val Trp Leu Phe Thr Arg Asp His 

20 25 

gag ggc ccg agg atg ctg tec tgg tgc cca ttc 

Glu Gly Pro Arg Met Leu Ser Trp Cys Pro Phe 

35 40 

ctt gta cag aca gcc ate tac tet gte gtg gge 

Leu Val Gin Thr Ala He Tyr Ser Val* Val Gly 

50 55 

9tg tgg aag gac ctg gga ggg gge ttg ggg tgg 

Val Trp Lys Asp Leu Gly Gly Gly Leu Gly Trp 

65 70 

ctt ggc etc tat get gtt cag etc acc ate age 

Leu Gly Leu Tyr Ala Val Gin Leu Thr He Ser 
80 85 90 

etc ttt ttc aca gte cac aac ect ggt ctg gee 

Leu Phe Phe Thr Val His Asn Pro Gly Leu Ala 

100 105 

ctg ctg tat ggg ctg gtg gtg age aca gca ctg 

Leu Leu Tyr Gly Leu Val Val Ser Thr Ala Leu 

115 120 

aac aaa ctg get gcc ctg tta ctg ctg ccc tac 

Asn Lys Leu Ala Ala Leu Leu Leu Leu Pro Tyr 

130 135 

gtg act tea gcc etc ace tac cac ctg tgg agg 

Val Thr Ser Ala Leu Thr Tyr His Leu Trp Arg 

145 150 

gtg cac cag ect cag ccc aeg gag aag agt gac 

Val His Gin Pro Gin Pro Thr Glu Lys Ser Asp 
160 165 170 
gaggagggac gcccagggtg gggaggaaga gtctgeaage 
caceeeaatg ggaccaccet cctgggtccc ctggtgcegt 
aatgggaaag ggggggaaac tgattttaca cttaaataat 
eaaaaaaaaa aaaaaaa 



Met Ser Gly Leu Cys 
30 

tac aaa gte tta ttg 203 
Tyr Lys Val Leu Leu 
45 

tat gee tec tac ctg 251 
Tyr Ala Ser Tyr Leu 
60 

ccc ctg gcc ctg ect 299 

Pro Leu Ala Leu Pro 

75 

tgg act gte ctg gtt 347 
Trp Thr Val Leu Val 

95 

ctg ctg eae ctg ctg 3 95 
Leu Leu His Leu Leu 
110 

ate tgg cat ccc ate 443 
He Trp His Pro He 
125 

eta gcc tgg etc ace 491 
Leu Ala Trp Leu Thr 
140 

gac age ctt tgt cca 53 9 

Asp Ser Leu Cys Pro 

155 

tgaggeceta gggeatggga 592 



^gggctgtgg agttagggtt 652 
tttteettag aaatcagaga 712 
aaaatcctat tagtaactct 772 

' 789 



<210> 20 
<211> 170 
<212> PRT 

<213> Homo sapiens 



<400> 20 

Met Arg Leu Gin 

1 

He Leu Val Trp 
20 

Gly Pro Arg Met 
35 

Val Gin Thr Ala 
50 

Trp Lys Asp Leu 
65 

Gly Leu Tyr Ala 



Gly Ala 
5 

Leu Phe 

Leu Ser 

He Tyr 

Gly Gly 
70 

Val Gin 
85 

His Asn 



Phe Phe Thr Val 
100 

Leu Tyr Gly Leu Val Val 



He Phe Val 

Thr Arg Asp 
25 

Trp Cys* Pro 
40 

Ser Val Val 
55 

Gly Leu Gly 

Leu Thr He 

Pro Gly Leu 
105 

Ser Thr Ala 



Leu 


Leu 


Pro 


His 


Leu 


Gly 


Pro 


10 










15 




His 


Met 


Ser 


Gly 


Leu 


Cys 


Glu 










30 






Phe 


Tyr 


Lys 


Val 


Leu 


Leu 


Leu 








45 








Gly 


Tyr 


Ala 


Ser 


Tyr 


Leu 


Val 






60 










Trp 


Pro 


Leu 


Ala 


Leu 


Pro 


Leu 




75 










80 


Ser 


Trp 


Thr 


Val 


Leu 


Val 


Leu 


90 










95 




Ala 


Leu 


Leu 


His 


Leu 


Leu 


Leu 










110 






Leu 


He 


Trp 


His 


Pro 


He 


Asn 
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115 120 125 

Lys Leu Ala Ala Leu Leu Leu Leu Pro Tyr Leu Ala Trp Leu Thr Val 

130 135 140 

Thr Ser Ala Leu Thr Tyr His Leu Trp Arg Asp Ser Leu Cys Pro Val 
145 150 155 160 

His Gin Pro Gin Pro Thr Glu Lys Ser Asp 

165 170 

<210> 21 

<211> 555 

<212>' DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .85 

<220> 
<221> CDS 
<222> 86 . .403 

<220> 

<221> 3'UTR 
<222> 404. .555 

<220> 

<2 21> polyA_signal 
<222> 504. .509 

<220> 

<221> polyA_site 
<222> 540. .555 

<400> 21 

aaaaacttta cggcaggcgt ccgcgtcgct agctagtcgt tctgaagcgg cggccagaga 60 

agagtcaagg gcacgagcat cggcc atg act ttc ttg gac ate cag aaa agg 112 

Met Pro Phe Leu Asp lie Gin Lys Arg 

1 5 

ttc ggc ctt aac ata gat cga tgg ttg aca ate cag agt tgt gaa cag 160 

Phe Gly Leu Asn lie Asp Arg Trp Leu Thr lie Gin Ser Cys Glu Gin 

10 15 20 25 

ccc tac aag atg get ggt cga tgc cat get ttt gaa aaa gaa tgg ata 2 08 

Pro Tyr Lys Met Ala Gly Arg Cys His Ala Phe Glu Lys Glu Trp lie 

30 35 40 

gaa tgt gea cat gga ate ggt tat act egg gea gag aaa gag tgc aag 2 56 

Glu Cys Ala His Gly lie Gly Tyr Thr Arg Ala Glu Lys Glu Cys Lys 

45 50 55 

ata gaa tat gat gat ttc gta gag tgt ttg ctt egg cag aaa aeg atg 304 

lie Glu Tyr Asp Asp Phe Val Glu Cys Leu Leu Arg Gin Lys Thr Met 

60 65 70 

aga cgt gea ggt acc ate agg aag cag egg gat aag etg ata aag gaa 352 

Arg Arg Ala Gly Thr lie Arg Lys Gin Arg Asp Lys Leu lie Lys Glu 

75 80 85 

gga aag tac acc ect cca cct cae cac att ggc aag ggg gag cet tgg 400 

Gly Lys Tyr Thr Pro Pro Pro His His lie Gly Lys Gly Glu Pro Trp 
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90 95 100 105 

ccc tgaacagagc agctgctgat gtctggaggc tgattttcct gttctctgtt 453 

Pro 

ctccactgga aaggttgttt acgacaaacc tccttgtcaa agtgtgtaaa aataaaggat 513 
tgctccatcc tatttgttct attttcaaaa aaaaaaaaaa aa 555 

<210> 22 
<211> 106 
<212> PRT 

<213> Homo sapiens 
<400> 22 

Met Pro Phe Leu Asp lie Gin Lys Arg Phe Gly Leu Asn lie Asp Arg 

15 10 15 

Trp Leu Thr lie Gin Ser Cys Glu Gin Pro Tyr Lys Met Ala Gly Arg 

20 25 30 

Cys His Ala Phe Glu Lys Glu Trp lie Glu Cys Ala His Gly lie Gly 

35 40 45 

Tyr Thr Arg Ala Glu Lys Glu Cys Lys lie Glu Tyr Asp Asp Phe Val 

50 55 60 

Glu Cys Leu Leu Arg Gin Lys Thr Met Arg Arg Ala Gly Thr lie Arg 
65 70 75 80 

Lys Gin Arg Asp Lys Leu lie Lys Glu Gly Lys Tyr Thr Pre Pro Pro 

85 90 95 

His His lie Gly Lys Gly Glu Pro Trp Pro 
100 105 

<210> 23 
<211> 1726 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1. .414 

<220> 
<221> CDS 
<222> 415. .1653 

<220> 

<221> 3 'UTR 
<222> 1654 . .1726 

<220> 

<221> polyA_site 
<222> 1688. .1726 

<400> 23 

ctctccgcgc gccccctgca gccctggacg cagcacctcc gtttgggacg ccctacgccc 60 

accttaactt gaggctccca tccacgcagc ctctgcaagc ctcaccgcaa ccgtgctagg 12 0 

cgcgtcgggt ggggcgggaa taaagttttt ccaacccagt ttggggagag ggctggatgg 180 

gaaggaccct ccctgctgca gacttcatgg caggctgcac tgtgtcccct cggctccacg 240 

gctgccccgg gggcgctgct ttcgggtttt ctttctagaa tctctggtct gctgctgtgc 3 00 

agatggacct gccggcactg ctgtcagaag tgctacgagt ccagctgttg ccagtcaagt 360 
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gaggatgaag ttgaaattct gggacctttc cctgctcaga cccctccctg gctg atg 417 

Met 
1 

gcc age egg age agt gac aag gat ggt gac tct gte eae acg gee age 465 
Ala Ser Arg Ser Ser Asp Lys Asp Gly Asp Ser Val His Thr Ala Ser 

5 10 15 

gaa gte ecg etg aec eea egg ace aat tee eeg gat gga aga cgc teg 513 
Glu Val Pro Leu Thr Pro Arg Thr Asn Ser Pro Asp Gly Arg Arg Ser 

20 25 30 

tee tea gae aca tec aag tet aea tac age etg acg egg agg att teg 561 
Ser Ser Asp Thr Ser Lys Ser Thr Tyr Ser Leu Thr Arg Arg He Ser 

35 40 45 

agt ett gag tea aga cgt eee age tet eea etc ate gat att aaa ccc 609 
Ser Leu Glu Ser Arg Arg Pro Ser Ser Pro Leu lie Asp He Lys Pro 
50 55 60 65 

ate gag ttt gge gtt etc age gee aag aag gag eee ate eaa ect teg 657 
He Glu Phe Gly Val Leu Ser Ala Lys Lys Glu Pro He Gin Pro Ser 

70 75 80 

gtg ete aga egg aec tat aac ccc gae gae tat tte agg aag tte gaa 705 
Val Leu Arg Arg Thr Tyr Asn Pro Asp Asp Tyr Phe Arg Lys Phe Glu 

85 90 95 

CCC cac etg tac tec etc gae tee aac age gac gat gtg gac tct etg 753 
Pro His Leu Tyr Ser Leu Asp Ser Asn Ser Asp Asp Val Asp Ser Leu 

100 105 110 

aca gac gag gag ate etg tee aag tac eag etg ggc atg cag cac tte 801 
Thr Asp Glu Glu He Leu Ser Lys Tyr Gin Leu Gly Met Gin His Phe 

115 120 125 

age act cag tac gac etg etg cac aac eae ete ace gtg cgc gtg ate 849 
Ser Thr Gin Tyr Asp Leu Leu His Asn His Leu Thr Val Arg Val He 
130 135 140 145 

gag gee agg gae etg eea ect ccc ate tec cac gat gge teg cgc eag 897 
Glu Ala Arg Asp Leu Pro Pro Pro He Ser His Asp Gly Ser Arg Gin 

150 155 160 

gac atg gcg eae tee aac eee tac gte aag ate tgt etc etg eea gae 945 
Asp Met Ala His Ser Asn Pro Tyr Val Lys He Cys Leu Leu Pro Asp 

165 170 175 

eag aag aac tea aag cag ace ggg gte aaa cgc aag ace cag aag ccc 993 
Gin Lys Asn Ser Lys Gin Thr Gly Val Lys Arg Lys Thr Gin Lys Pro 

180 185 190 

gtg ttt gag gag cgc tac ace tte gag ate ccc tte etg gag gee eag 1041 
Val Phe Glu Glu Arg Tyr Thr Phe Glu He Pro Phe Leu Glu Ala Gin 

195 200 205 

^99 ^99 acc etg etc etg ace gtg gtg gat ttt gat aag tte tec cgc 1089 
Arg Arg Thr Leu Leu Leu Thr Val Val Asp Phe Asp Lys Phe Ser Arg 
210 215 220 225 

cac tgt gte att ggg aaa gtt tct gtg ect ttg tgt gaa gtt gac etg 1137 
His Cys Val He Gly Lys Val Ser Val Pro Leu Cys Glu Val Asp Leu 

230 235 240 

gte aag gge ggg cac tgg tgg aag gcg etg att ccc agt tet eag aat 1185 
Val Lys Gly Gly His Trp Trp Lys Ala Leu He Pro Ser Ser Gin Asn 

245 250 255 

gaa gtg gag etg ggg gag etg ctt etg tea etg aat tat etc eea agt 1233 
Glu Val Glu Leu Gly Glu Leu Leu Leu Ser Leu Asn Tyr Leu Pro Ser 

260 265 270 

get ggc aga etg aat gtt gat gte att cga gee aag eaa ett ett eag 1281 
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Ala Gly Arg Leu Asn Val Asp Val lie Arg Ala Lys Gin Leu Leu Gin 

275 280 285 

aca gat gtg age caa ggt tea gac ccc ttt gtg aaa ate eag etg gtg 1329 
Thr Asp Val Ser Gin Gly Ser Asp Pro Phe Val Lys lie Gin Leu Val 
290 295 300 305 

eat gga ete aaa ett gtg aaa aee aag aag acg tee tte tta agg gge 1377 
His Gly Leu Lys Leu Val Lys Thr Lys Lys Thr Ser Phe Leu Arg Gly 

310 315 320 

aea att gat eet tte tae aat gaa tec tte age tte aaa gtt ccc caa 1425 
Thr lie Asp Pro Phe Tyr Asn Glu Ser Phe Ser Phe Lys Val Pro Gin 

325 330 335 

gaa gaa etg gaa aat gee age eta gtg ttt aea gtt tte gge eae aac 1473 
Glu Glu Leu Glu Asn Ala Ser Leu Val Phe Thr Val Phe Gly His Asn 

340 345 350 

atg aag age age aat gac tte ate ggg agg ate gte att gge eag tac 1521 
Met Lys Ser Ser Asn Asp Phe lie Gly Arg lie Val lie Gly Gin Tyr 

355 360 365 

tet tea gge ccc tet gag acc aae eac tgg agg ege atg ete aac acg 1569 
Ser Ser Gly Pro Ser Glu Thr Asn His Trp Arg Arg Met Leu Asn Thr 
370 375 380 385 

eac ege aea gee gtg gag eag tgg cat age etg agg tec cga get gag 1617 
His Arg Thr Ala Val Glu Gin Trp His Ser Leu Arg Ser Arg Ala Glu 

390 395 400 

tgt gac ege gtg tet cct gee tec etg gag gtg aee tgagggetge 1663 
Cys Asp Arg Val Ser Pro Ala Ser Leu Glu Val Thr 

405 410 
agggaaggea gettteattt gtttaaaaaa aaaaaaaaaa aaagacgaaa aaaaaaaaaa 1723 
aaa 1726 

.<210> 24 
<211> 413 
<212> PRT 

<213> Homo sapiens 
<400> 24 

Met Ala Ser Arg Ser Ser Asp Lys Asp Gly Asp Ser Val His Thr Ala 

1 5 ■ 10 15 

Ser Glu Val Pro Leu Thr Pro Arg Thr Asn Ser Pro Asp Gly Arg Arg 

20 25 30 

Ser Ser Ser Asp Thr Ser Lys Ser Thr Tyr Ser Leu Thr Arg Arg lie 

35 40 45 

Ser Ser Leu Glu Ser Arg Arg Pro Ser Ser Pro Leu lie Asp lie Lys 

50 55 60 

Pro lie Glu Phe Gly Val Leu Ser Ala Lys Lys Glu Pro lie Gin Pro 
65 70 75 80 

Ser Val Leu Arg Arg Thr Tyr Asn Pro Asp Asp Tyr Phe Arg Lys Phe 

85 90 95 

Glu Pro His Leu Tyr Ser Leu Asp Ser Asn Ser Asp Asp Val Asp Ser 

100 105 110 

Leu Thr Asp Glu Glu lie Leu Ser Lys Tyr Gin Leu Gly Met Gin His 

115 120 125 

Phe Ser Thr Gin Tyr Asp Leu Leu His Asn His Leu Thr Val Arg Val 

130 135 140 

lie Glu Ala Arg Asp Leu Pro Pro Pro lie Ser His Asp Gly Ser Arg 
145 150 155 160 
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Gin 


Asp 


Met 


Ala 


His 


Ser 


Asn 


Pro 


Tyr 


Val 


Lys 


He 


Cys 


Leu 


Leu 


Pro 










165 










170 










175 




Asp 


Gin 


Lys 


Asn 


Ser 


Lys 


Gin 


Thr 


Gly Val 


Lys 


Arg 


Lys 


Thr 


Gin 


Lys 








180 










185 










190 






Pro 


Val 


Phe 


Glu 


Glu 


Arg 


Tyr 


Thr 


Phe 


Glu 


He 


Pro 


Phe 


Leu 


Glu 


Ala 






195 










200 










205 








Gin 


Arg 


Arg 


Thr 


Leu 


Leu 


Leu 


Thr 


Val 


Val 


Asp 


Phe 


Asp 


Lys 


Phe 


Ser 




210 










215 










220 










Arg 


His 


Cys 


Val 


He 


Gly Lys 


Val 


Ser 


Val 


Pro 


Leu 


Cys 


Glu 


Val 


Asp 


225 










230 










235 










240 


Leu 


Val 


Lys 


Gly Gly 


His 


Trp 


Trp 


Lys 


Ala 


Leu 


He 


Pro 


Ser 


Ser 


Gin 










245 










250 










255 




Asn 


Glu 


Val 


Glu 


Leu 


Gly Glu 


Leu 


Leu 


Leu 


Ser 


Leu 


Asn 


Tyr 


Leu 


Pro 








260 










265 










270 






Ser Ala Gly 


Arg 


Leu 


Asn 


Val 


Asp 


Val 


He 


Arg 


Ala 


Lys 


Gin 


Leu 


Leu 






275 










280 










285 








Gin 


Thr 


Asp 


Val 


Ser 


Gin Gly 


Ser 


Asp 


Pro 


Phe 


Val 


Lys 


He 


Gin 


Leu 




290 










295 










300 










Val 


His 


Gly 


Leu 


Lys 


Leu 


Val 


Lys 


Thr 


Lys 


Lys 


Thr 


Ser 


Phe 


Leu 


Arg 


305 










310 










315 










320 


Gly 


Thr 


He 


Asp 


Pro 


Phe 


Tyr 


Asn 


Glu 


Ser 


Phe 


Ser 


Phe 


Lys 


Val 


Pro 










325 










330 










335 




Gin 


Glu 


Glu 


Leu 


Glu 


Asn 


Ala 


Ser 


Leu 


Val 


Phe 


Thr 


Val 


Phe 


Gly His 








340 










345 










350 






Asn 


Met 


Lys 


Ser 


Ser 


Asn 


Asp 


Phe 


He 


Gly 


Arg 


He 


Val 


He 


Gly Gin 






355 










360 










365 








Tyr 


Ser 


Ser 


Gly 


Pro 


Ser 


Glu 


Thr 


Asn 


His 


Trp 


Arg 


Arg 


Met 


Leu 


Asn 




370 










375 










380 










Thr 


His 


Arg 


Thr 


Ala 


Val 


Glu 


Gin 


Trp 


His 


Ser 


Leu 


Arg 


Ser 


Arg 


Ala 


385 










390 










395 










400 


Glu 


Cys 


Asp 


Arg 


Val 


Ser 


Pro 


Ala 


Ser 


Leu 


Glu 


Val 


Thr 









405 410 



<210> 25 

<211> 941 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .75 

<220> 
<221> CDS 
<222> 76. .339 

<220> 

<221> 3'UTR 
<222> 340. .941 

<220> 

<221> polyA_signal 
<222> 903. .908 

<220> 
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<221> polyA_site 
<222> 926 . . 941 

<400> 25 

agaaagccgc gcacctcctc ccgccaggcg ctttctcgga cgccttgccc agcgggccgc 60 
ccgaccccct gcacc atg gac ccc get cgc ccc ctg ggg ctg teg att ctg 111 

Met Asp Pro Ala Arg Pro Leu Gly Leu Ser lie Leu 

-20 -15 
Ctg ctt ttc ctg acg gag get gca etg ggc gat get get eag gag cca 159 
Leu Leu Phe Leu Thr Glu Ala Ala Leu Gly Asp Ala Ala Gin Glu Pro 

-10 -5 1 

aca gga aat aac gcg gag ate tgt etc ctg ccc eta gac tae gga ece 207 
Thr Gly Asn Asn Ala Glu lie Cys Leu Leu Pro Leu Asp Tyr Gly Pro 
5 10 15 20 

tgc egg gee eta ctt etc cgt tae tae tac gac agg tae acg eag age 255 
Cys Arg Ala Leu Leu Leu Arg Tyr Tyr Tyr Asp Arg Tyr Thr Gin Ser 

25 30 35 

tgc cgc cag ttc ctg tae ggg ggc tgc gag ggc aac gee aae aat ttc 3 03 
Cys Arg Gin Phe Leu Tyr Gly Gly Cys Glu Gly Asn Ala Asn Asn Phe 

40 45 50 

tac acc tgg gag get tgc gac gat ctt get gga gga tagaaaaagt 349 
Tyr Thr Trp Glu Ala Cys Asp Asp Leu Ala Gly Gly 

55 60 
teceaaagtt tgccggctgc aagtgagtgt ggacgaccag tgtgaggggt ceaeagaaaa 409 
gtatttcttt aatetaagtt ccatgacatg tgaaaaatte ttttecggtg ggtgtcaceg 469 
gaaceggatt gagaaeaggt ttccagatga agetacttgt atgggcttct gegcaccaaa 529 
gaaaattcca teattttget acagtccaaa agatggggae tgtgctctgc caatgtgact 589 
egetattatt ttaatccaag ataeagaace tgtgatgctt teacctatae tggctgtgga 649 
gggaatgaca ataactttgt tageagggag gattgeaaac gtgeatgtge aaaagctttg 709 
aaaaagaaaa agaagatgcc aaagcttege tttgeeagta gaatccggaa aatteggaag 769 
aagcaatttt aaaeattett aatatgtcat cttgtttgte tttatggctt atttgecttt 829 
atggttgtat ctgaagaata atatgacage atgaggaaac aaatcattgg tgatttatte 889 
aeeagttttt attaatacaa gtcacttttt aaaaataaaa aaaaaaaaaa aa 941 

<210> 26 
<211> 88 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1. .24 

<400> 26 

Met Asp Pro Ala Arg Pro Leu Gly Leu Ser lie Leu Leu Leu Phe Leu 

-20 -15 -10 

Thr Glu Ala Ala Leu Gly Asp Ala Ala Gin Glu Pro Thr Gly Asn Asn 

-5 15 
Ala Glu lie Cys Leu Leu Pro Leu Asp Tyr Gly Pro Cys Arg Ala Leu 

10 15 20 

Leu Leu Arg Tyr Tyr Tyr Asp Arg Tyr Thr Gin Ser Cys Arg Gin Phe 
25 30 35 40 

Leu Tyr Gly Gly Cys Glu Gly Asn Ala Asn Asn Phe Tyr Thr Trp Glu 

45 50 55 

Ala Cys Asp Asp Leu Ala Gly Gly 
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60 

<210> 27 

<211> 1894 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .20 

<220> 
<221> CDS 
<222> 21 . . 1118 

<220> 

<221> 3'UTR 
<222> 1119 . . 1394 

<220> 

<221> polyA_signal 
<222> 1858 . . 1863 

<220> 

<221> polyA_site 
<222> 1879. . 1894 

<400> 27 

agaccjtgagc agagcagata atg gca age atg get gee gtg etc ace tgg get 53 

Met Ala Ser Met Ala Ala Val Le\i Thr Trp Ala 
-20 , -15 

ctg get ctt ctt tea geg ttt teg gee aee eag gca egg aaa ggc ttc 101 
Leu Ala Leu Leu Ser Ala Phe Ser Ala Thr Gin Ala Arg Lys Gly Phe 

-10 -5 1 

tgg gac tac ttc age eag aee age ggg gac aaa ggc agg gtg gag cag 14 9 
Trp Asp Tyr Phe Ser Gin Thr Ser Gly Asp Lys Gly Arg Val Glu Gin 
5 10 15 20 

ate cat cag eag aag atg get cgc gag eee gcg ace ctg aaa gac age 197 
lie His Gin Gin Lys Met Ala Arg Glu Pro Ala Thr Leu Lys Asp Ser 

25 30 35 

Ctt gag caa gac etc aac aat atg aac aag ttc etg gaa aag ctg agg 245 
Leu Glu Gin Asp Leu Asn Asn Met Asn Lys Phe Leu Glu Lys Leu Arg 

40 45 50 

cct ctg agt ggg age gag get cct egg etc eca eag gac ceg gtg ggc 2 93 
Pro Leu Ser Gly Ser Glu Ala Pro Arg Leu Pro Gin Asp Pro Val Gly 

55 60 65 

atg egg egg eag ctg cag gag gag ttg gag gag gtg aag get cgc etc 341 
Met Arg Arg Gin Leu Gin Glu Glu Leu Glu Glu Val Lys Ala Arg Leu 

70 75 80 

cag cec tac atg gca gag gcg cac gag ctg gtg ggc tgg aat ttg gag 3 89 
Gin Pro Tyr Met Ala Glu Ala His Glu Leu Val Gly Trp Asn Leu Glu 
85 90 95 100 

ggc ttg egg eag caa etg aag eee tac acg atg gat ctg atg gag cag 437 
Gly Leu Arg Gin Gin Leu Lys Pro Tyr Thr Met Asp Leu Met Glu Gin 

105 110 115 
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gtg 


gcc 


ctg 


cgc 


gtg 


cag 


gag 


ctg 


cag 


gag 


cag 


ttg 


cgc 


gtg 


gtg 


ggg 


485 


Val 


Ala 


Leu 


Arg 
120 


Val 


Gin 


Glu 


Leu 


Gin 
125 


Glu 


Gin 


Leu 


Arg 


Val 
130 


Val 


Gly 




gaa 


gac 


acc 


aag 


gcc 


cag 


ttg 


ctg 


ggg 


ggc 


gtg 


gac 


gag 


get 


tgg 


get 


533 


Glu 


Asp 


Thr 


Lys 


Ala 


Gin 


Leu 


Leu 


Gly Gly 


Val 


Asp 


Glu 


Ala 


Trp 


Ala 








135 










140 










145 










ttg 


ctg 


cag 


gga 


ctg 


cag 


age 


cgc 


gtg 


gtg 


cac 


cac 


acc 


ggc 


cgc 


ttc 


581 


Leu 


Leu 


Gin 


Gly 


Leu 


Gin 


Ser 


Arg 


Val 


Val 


His 


His 


Thr 


Gly Arg 


Phe 






150 










155 










160 












aaa 


gag 


etc 


ttc 


cac 


cca 


tac 


gcc 


gag 


age 


ctg 


gtg 


age 


ggc 


ate 


ggg 


629 


Lys 


Glu 


Leu 


Phe 


His 


Pro 


Tyr 


Ala 


Glu 


Ser 


Leu 


Val 


Ser 


Gly 


He 


Gly 




165 










170 










175 










180 




cgc 


cac 


gtg 


cag 


gag 


ctg 


cac 


cgc 


agt 


gtg 


get 


ceg 


eae 


gee 


eee 


gee 


677 


Arg 


His 


Val 


Gin 


Glu 
185 


Leu 


His 


Arg 


Ser 


Val 
190 


Ala 


Pro 


His 


Ala 


Pro 
195 


Ala 




age 


ccc 


gcg 


cgc 


etc 


agt 


cgc 


tgc 


gtg 


cag 


gtg 


etc 


tee 


egg 


aag 


etc 


725 


Ser 


Pro 


Ala 


Arg 
200 


Leu 


Ser 


Arg 


Cys 


Val 
205 


Gin 


Val 


Leu 


Ser 


Arg 
210 


Lys 


Leu 




acg 


etc 


aag 


gcc 


aag 


gcc 


ctg 


cac 


gca 


cgc 


ate 


cag 


cag 


aac 


ctg 


gae 


773 


Thr 


Leu 


Lys 
215 


Ala 


Lys 


Ala 


Leu 


His 
220 


Ala 


Arg 


lie 


Gin 


Gin 
225 


Asn 


Leu 


Asp 




cag 


ctg 


cgc 


gaa 


gag 


etc 


age 


aga 


gcc 


ttt 


gca 


ggc 


act 


ggg 


act 


gag 


821 


Gin 


Leu 


Arg 


Glu 


Glu 


Leu 


Ser 


Arg 


Ala 


Phe 


Ala 


Gly Thr Gly Thr 


Glu 






230 










235 










240 












gaa 


ggg 


gcc 


ggc 


ceg 


gac 


eee 


cag 


atg 


etc 


tec 


gag 


gag 


gtg 


cgc 


cag 


869 


Glu 


Gly 


Ala 


Gly 


Pro 


Asp 


Pro 


Gin 


Met 


Leu 


Ser 


Glu 


Glu 


Val 


Arg 


Gin 




245 










250 










255 










260 




cga 


ctt 


cag 


get 


ttc 


cgc 


cag 


gac 


ace 


tac 


ctg 


cag 


ata 


get 


gee 


ttc 


917 


Arg 


Leu 


Gin 


Ala 


Phe 
265 


Arg 


Gin 


Asp 


Thr 


Tyr 
270 


Leu 


Gin 


He 


Ala 


Ala 
275 


Phe 




act 


cgc 


gcc 


ate 


gac 


cag 


gag 


act 


gag 


gag 


gtc 


cag 


cag 


cag 


ctg 


gcg 


965 


Thr 


Arg 


Ala 


He 
280 


Asp 


Gin 


Glu 


Thr 


Glu 
285 


Glu 


Val 


Gin 


Gin 


Gin 
290 


Leu 


Ala 




cca 


cct 


cca 


cca 




eae 


agt 


gee 


ttc 


gcc 


cca 


gag 


ttt 


eaa 


eaa 


aca 


1013 


Pro 


Pro 


Pro 
295 


Pro 


Gly 


His 


Ser 


Ala 
300 


Phe 


Ala 


Pro 


Glu 


Phe 
305 


Gin 


Gin 


Thr 




gac 


agt 


ggc 


aag 


gtt 


ctg 


age 


aag 


ctg 


eag 


gee 


cgt 


ctg 


gat 


gae 


ctg 


1061 


Asp 


Ser 
310 


Gly 


Lys 


Val 


Leu 


Ser 
315 


Lys 


Leu 


Gin 


Ala 


Arg 
320 


Leu 


Asp 


Asp 


Leu 




tgg 


gaa 


gac 


ate 


act 


eae 


age 


ctt 


cat 


gae 


cag 


ggc 


cac 


age 


eat 


ctg 


1109 


Trp 


Glu 


Asp 


He 


Thr 


His 


Ser 


Leu 


His 


Asp 


Gin 


Gly His 


Ser 


His 


Leu 




325 










330 










335 










340 





ggg g^c ccc tgaggateta ectgeceagg ceeatteeea gcttcttgte 1158 
Gly Asp Pro 

tggggagcet tggctctgag cctctagcat ggttcagtce ttgaaagtgg cctgttgggt 1218 
ggagggtgga aggtcctgtg caggacaggg aggccaceaa aggggctget gtctcctgea 12 7 8 
tateeagect ectgegaetc cccaatctgg atgcattaca tteaccagge tttgcaaaee 1338 
cagectccca gtgcteattt gggaatgcte atgagttact ecattcaagg gtgagggagt 13 98 
agggagggag aggeaecatg eatgtgggtg attatctgca agcctgtttg cegtgatgct 1458 
ggaagcetgt gccactacat cctggagttt, ggctctagte aettctgget gcctggtgge 1518 
eaetgetaea gctggtccac agagaggagc acttgtetee ecagggctgc catggcaget 1578 
ateaggggaa tagaagggag aaagagaata tcatggggag aacatgtgat ggtgtgtgaa 163 8 
tatccetget ggctetgatg ctggtgggta cgaaaggtgt gggetgtgat aggagagggc 1698 
agageecatg tttcctgaca tagetctaca cctaaataag ggaetgaacc etcccaactg 1758 
tgggagctec ttaaaccetc tggggagcat actgtgtgct ctceccatet ecageecctc 1818 



J:\GEN\142.US05.REG\Sequence\SEQLIST-22Dec2003.doc/DNB/sl 



V 



34 G-142US05REG 

cctctgggtt cccaagttga agcctagact tctggctcaa atgaaataga tgtttatgat 1878 
aaaaaaaaaa aaaaaa 1894 

<210> 28 
<211> 366 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1. .23 

<400> 28 

Met Ala Ser Met Ala Ala Val Leu Thr Trp Ala Leu Ala Leu Leu Ser 

-20 -15 -10 

Ala Phe Ser Ala Thr Gin Ala Arg Lys Gly Phe Trp Asp Tyr Phe Ser . 

-5 15 
Gin Thr Ser Gly Asp Lys Gly Arg Val Glu Gin lie His Gin Gin Lys 
10 15 20 25 

Met Ala Arg Glu Pro Ala Thr Leu Lys Asp Ser Leu Glu Gin Asp Leu 

30 35 40 

Asn Asn Met Asn Lys Phe Leu Glu Lys Leu Arg Pro Leu Ser Gly Ser 

45 50 55 

Glu Ala Pro Arg Leu Pro Gin Asp Pro Val Gly Met Arg Arg Gin Leu 

60 65 70 

Gin Glu Glu Leu Glu Glu Val Lys Ala Arg Leu Gin Pro Tyr Met Ala 

75 80 85 

Glu Ala His Glu Leu Val Gly Trp Asn Leu Glu Gly Leu Arg Gin Gin 
90 95 100 105 

Leu Lys Pro Tyr Thr Met Asp Leu Met Glu Gin Val Ala Leu Arg Val 

110 115 120 

Gin Glu Leu Gin Glu Gin Leu Arg Val Val Gly Glu Asp Thr Lys Ala 

125 130 135 

Gin Leu Leu Gly Gly Val Asp Glu Ala Trp Ala Leu Leu Gin Gly Leu 

140 145 150 

Gin Ser Arg Val Val His His Thr Gly Arg Phe Lys Glu Leu Phe His 

155 160 165 

Pro Tyr Ala Glu Ser Leu Val Ser Gly lie Gly Arg His Val Gin Glu 
170 175 180 185 

Leu His Arg Ser Val Ala Pro His Ala Pro Ala Ser Pro Ala Arg Leu 

190 195 200 

Ser Arg Cys Val Gin Val Leu Ser Arg Lys Leu Thr Leu Lys Ala Lys 

205 210 215 

Ala Leu His Ala Arg lie Gin Gin Asn Leu Asp Gin Leu Arg Glu Glu 

220 225 230 

Leu Ser Arg Ala Phe Ala Gly Thr Gly Thr Glu Glu Gly Ala Gly Pro 

235 240 245 

Asp Pro Gin Met Leu Ser Glu Glu Val Arg Gin Arg Leu Gin Ala Phe 
250 255 260 265 

Arg Gin Asp Thr Tyr Leu Gin lie Ala Ala Phe Thr Arg Ala lie Asp 

270 275 280 

Gin Glu Thr Glu Glu Val Gin Gin Gin Leu Ala Pro Pro Pro Pro Gly 

285 290 295 

His Ser Ala Phe Ala Pro Glu Phe Gin Gin Thr Asp Ser Gly Lys Val 
300 305 310 
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Leu Ser Lys Leu Gin Ala Arg Leu Asp Asp Leu Trp Glu Asp lie Thr 

315 320 325 

His Ser Leu His Asp Gin Gly His Ser His Leu Gly Asp Pro 
330 335 340 

<210> 29 

<211> 742 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> S'UTR 
<222> 1. .31 

<220> 
<221> CDS 
<222> 32 . .559 

<220> 

<221> 3 'UTR 
<222> 560. .742 

<220> 

<221> polyA_ signal 
<222> 702 . .707 . 

<220> 

<221> polyA_site 
<222> 728 . .742 

<400> 29 

aatttttttg tgacttcttc agaccacttt c atg act tct gga age aaa tgt 52 

Met Thr Ser Gly Ser Lys Cys 
1 5 

cct agt aca gac tea gga aaa gaa gaa tat att gcc acg ttc aaa gga 100 
Pro Ser Thr Asp Ser Gly Lys Glu Glu Tyr lie Ala Thr Phe Lys Gly 

10 15 20 

tct gaa tac ttc tgc tac gac ttg tct caa aac ccc att caa age age 148 
Ser Glu Tyr Phe Cys Tyr Asp Leu Ser Gin Asn Pro lie Gin Ser Ser 

25 30 35 

agt gat gaa ata act ctg tea ttt aaa ace ett eag agg aat gga etg 196 
Ser Asp Glu lie Thr Leu Ser Phe Lys Thr Leu Gin Arg Asn Gly Leu 
40 45 50 55 

atg ett cac act ggg.aaa teg get gat tat gtc aat ett gcc etg aaa 244 
Met Leu His Thr Gly Lys Ser Ala Asp Tyr Val Asn Leu Ala Leu Lys 

60 65 70 

aat gga get gtc tet etg gtc att aat ttg gga tea ggg gee ttt gaa 292 
Asn Gly Ala Val Ser Leu Val lie Asn Leu Gly Ser Gly Ala Phe Glu 

75 80 85 

gca eta gtg gag cct gtg aat gga aag ttt aat gat aat gee tgg cat 340 
Ala Leu Val Glu Pro Val Asn Gly Lys Phe Asn Asp Asn Ala Trp His 

90 95 100 

gat gtg aaa gtc acc agg aat ctg cgt eag gtg aca ata tea gtg gat 388 
Asp Val Lys Val Thr Arg Asn Leu Arg Gin Val Thr lie Ser Val Asp 

105 110 115 
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ggg 


att 


ctt 


acc 


aca 


acg 


ggc 


tae 


acg 


caa 


gaa 


gat tat 


ace 


atg 


ctg 


436 


Gly 


He 


Leu 


Thr 


Thr 


Thr 


Gly 


Tyr 


Thr 


Gin 


Glu 


Asp Tyr 


Thr 


Met 


Leu 




120 










125 










130 








135 




ggg 


tct 


gat 


gac 


ttt 


ttc 


tat 


gtt 


gga 


ggc 


agt 


ecc age 


aca 


gee 


gac 


484 


Gly 


Ser 


Asp 


Asp 


Phe 
140 


Phe 


Tyr 


Val 


Gly 


Gly 
145 


Ser 


Pro Ser 


Thr 


Ala 
150 


Asp 




ctt 


cca 


ggg 


tea 


cca 


ate 


eag 


cat 


gaa 


age 


acc 


ttt get 


gaa 


gac 


eeg 


532 


Leu 


Pro 


Gly 


Ser 
155 


Pro 


He 


Gin 


His 


Glu 
160 


Ser 


Thr 


Phe Ala 


Glu 
165 


Asp 


Pro 




atg 


ttc 


cag 


agt 


caa 


acg 


gca 


caa 


ctt 


taaatteaat attctaetat 




579 


Met 


Phe 


Gin 
170 


Ser 


Gin 


Thr 


Ala 


Gin 
175 


Leu 

















tgtttatgta ggattggggg agggaaacag etcatagate attatgaagg aattaggttc 63 9 
ctcttcttta ttagtetgta agtaatttac atttgagatt tgtgtggaca gttgatatta 699 
gctataaaag aaagtcaaac aaaaagagaa aaaaaaaaaa aaa 742 



<210> 30 
<211> 176 
<212> PRT 

<213> Homo sapiens 
<400> 30 

Met Thr Ser Gly Ser 
1 5 
Tyr He Ala Thr Phe 
20 

Gin Asn Pro He Gin 
35 

Thr Leu Gin Arg Asn 
50 

Tyr Val Asn Leu Ala 
65 

Leu Gly Ser Gly Ala 

85 

Phe Asn Asp Asn Ala 
100 

Gin Val Thr He Ser 
115 

Gin Glu Asp Tyr Thr 
130 

Gly Ser Pro Ser Thr 
145 

Ser Thr Phe Ala Glu 

165 

<210> 31 
<211> 1766 
<212> DNA 
<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .3 

<220> 
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Lys Cys Pro Ser Thr Asp Ser Gly Lys Glu Glu 

10 15 
Lys Gly Ser Glu Tyr Phe Cys Tyr Asp Leu Ser 

25 30 
Ser Ser Ser Asp Glu He Thr Leu Ser Phe Lys 

40 45 
Gly Leu Met Leu His Thr Gly Lys Ser Ala Asp 

55 60 
Leu Lys Asn Gly Ala Val Ser Leu Val He Asn 
70 75 80 

Phe Glu Ala Leu Val Glu Pro Val Asn Gly Lys 

90 95 
Trp His Asp Val Lys Val Thr Arg Asn Leu Arg 

105 110 
Val Asp Gly He Leu Thr Thr Thr Gly Tyr Thr 

120 125 
Met Leu Gly Ser Asp Asp Phe Phe Tyr Val Gly 

135 140 
Ala Asp Leu Pro Gly Ser Pro He Gin His Glu 
150 155 160 

Asp Pro Met Phe Gin Ser Gin Thr Ala Gin Leu 

170 175 



37 G-142US05REG 

<221> CDS 
<222> 4 . .1533 

<220> 

<221> 3 'UTR 
<222> 1534 . . 1756 

<220> 

<221> polyA_signal 
<222> 1709. .1714 

<220> 

<221> polyA_site 
<222> 1744 . . 1766 

<400> 31 

aag atg gcg gcg gag ctg gtg gag gcc aaa aac atg gtg atg agt ttt 4 8 

Met Ala Ala Glu Leu Val Glu Ala Lys Asn Met Val Met Ser Phe 

15 10 15 

cga gtc tec gac ctt cag atg etc ctg ggt tte gtg ggc egg agt aag 96 

Arg Val Ser Asp Leu Gin Met Leu Leu Gly Phe Val Gly Arg Ser Lys 

20 25 30 

agt gga ctg aag cac gag etc gtc ace agg gcc etc cag ctg gtg cag :144 . 

Ser Gly Leu Lys His Glu Leu Val Thr Arg Ala Leu Gin Leu Val Gin 

35 40 45 

ttt gac tgt ace cet gag ctg tte aag aag ate aag gag ctg tac gag 192 

Phe Asp Cys Thr Pro Glu Leu Phe Lys Lys lie Lys Glu Leu Tyr Glu 

50 55 60 

ace ege tac gcc aag aag aac teg gag cct gcc eca cag ccg cac egg 24 0 

Thr Arg Tyr Ala Lys Lys Asn Ser Glu Pro Ala Pro Gin Pro His Arg 

65 70 75 

cec ctg gae eee ctg ace atg cac tec ace tac gae egg gee ggc get 288 

Pro Leu Asp Pro Leu Thr Met His Ser Thr Tyr Asp Arg Ala Gly Ala 

80 85 90 95 

gtg cce agg act ccg ctg gca ggc cec aat att gae tac eee gtg etc 336 

Val Pro Arg Thr Pro Leu Ala Gly Pro Asn lie Asp Tyr Pro Val Leu 

100 105 110 

tac gga aag tac tta aac gga ctg gga egg ttg cec gee aag ace etc 3 84 

Tyr Gly Lys Tyr Leu Asn Gly Leu Gly Arg Leu Pro Ala Lys Thr Leu 

115 120 125 

aag eca gaa gtc ege etg gtg aag ctg ccg tte ttt aat atg ctg gae 432 

Lys Pro g:Lu Val Arg Leu Val Lys Leu Pro Phe Phe Asn Met Leu Asp 

130 135 140 

gag ctg ctg aag eee ace gaa tta gtc eca cag aac aac gag aag ett 480 

Glu Leu Leu Lys Pro Thr Glu Leu Val Pro Gin Asn Asn Glu Lys Leu 

145 150 155 

cag gag age ccg tge ate tte gca ttg aeg eca aga cag gtg gag ttg 528 

Gin Glu Ser Pro Cys lie Phe Ala Leu Thr Pro Arg Gin Val Glu Leu 

160 165 170 175 

ate egg aac tec agg gaa etg cag cce gga gtt aaa gcc gtg cag gtc 576 

lie Arg Asn Ser Arg Glu Leu Gin Pro Gly Val Lys Ala Val Gin Val 

180 185 190 

gtc ctg aga ate tgt tac tea gac ace age tgc cct cag gag gae cag 624 

Val Leu Arg lie Cys Tyr Ser Asp Thr Ser Cys Pro Gin Glu Asp Gin 
195 200 205 
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tac 


ccg 


cec 


aac 


ate 


get 


gtg 


aag 


gtc 


aac 


eac 


age 


tac 


tgc 


tee 


gtc 


672 


Tyr 


Pro 


Pro 


Asn 


He 


Ala 


Val 


Lys 


Val 


Asn 


His 


Ser 


Tyr 


Cys 


Ser 


Val 








210 










215 










220 










ccg 


ggc 


tac 


tac 


ccc 


tec 


aat 


aag 


ccc 


ggg 


gtg 


gag 


ccc 


aag 


agg 


ccg 


720 


Pro 


Gly 


Tyr 


Tyr 


Pro 


Ser 


Asn 


Lys 


Pro 


Gly 


Val 


Glu 


Pro 


Lys 


Arg 


Pro 






225 










230 










235 












tgc 


egc 


ccc 


ate 


aac 


etc 


ace 


eac 


etc 


atg 


tac 


ett 


tee 


teg 


gcc 


ace 


768 


Cys .Arg 


Pro 


He 


Asn 


Leu 


Thr 


His 


Leu 


Met 


Tyr 


Leu 


Ser 


Ser 


Ala 


Thr 




240 










245 










250 










255 




aac 


egc 


ate 


act 


gtc 


acc 


tgg 


ggg 


aac 


tac 


ggc 


aag 


age 


tac 


teg 


gtg 


816 


Asn 


Arg 


He 


Thr 


Val 


Thr 


Trp 


Gly Asn 


Tyr 


Gly 


Lys 


Ser 


Tyr 


Ser 


Val 












260 










265 










270 






gcc 


ctg 


tac 


ctg 


gtg 


egg 


cag 


ctg 


acc 


tea 


teg 


gag 


ctg 


ctg 


cag 


agg 


864 


Ala 


Leu 


Tyr 


Leu 


Val 


Arg 


Gin 


Leu 


Thr 


Ser 


Ser 


Glu 


Leu 


Leu 


Gin 


Arg 










275 










280 










285 








ctg 


aag 


ace 


att 


ggg 


gta 


aag 


eac 


ccg 


gag 


ctg 


tgc 


aag 


gca 


ctg 


gtc 


912 


Leu 


Lys 


Thr 


He 


Gly 


Val 


Lys 


His 


Pro 


Glu 


Leu 


Cys 


Lys 


Ala 


Leu 


Val 








290 










295 










300 










aag 


gag 


aag 


ctg 


egc 


ett 


gat 


cct 


gac 


age 


gag 


ate 


gcc 


ace 


ace 


ggt 


960 


Lys 


Glu 


Lys 


Leu 


Arg 


Leu 


Asp 


Pro 


Asp 


Ser 


Glu 


He 


Ala 


Thr 


Thr 


Gly 






305 










310 










315 












gtg 


egg 


gtg 


tec 


etc 


ate 


tgt 


ccg 


ctg 


gtg 


aag 


atg 


egg 


etc 


tec 


gtg 


1008 


Val 


Arg 


Val 


Ser 


Leu 


He 


Cys 


Pro 


Leu 


Val 


Lys 


Met 


Arg 


Leu 


Ser 


Val 




320 










325 










330 










335 




ccc 


tgc 


egg 


gca 


gag 


ace 


tgc 


gee 


eac 


ctg 


cag 


tgc 


ttc 


gac 


gee 


gtc 


1056 


Pro 


Cys 


Arg 


Ala 


Glu 


Thr 


Cys 


Ala 


His 


Leu 


Gin 


Cys 


Phe 


Asp 


Ala 


Val 












340 










345 










350 






ttc 


tac 


ctg 


cag 


atg 


aac 


gag 


aag 


aag 


ccc 


ace 


tgg 


atg 


tgc 


ccc 


gtg 


1104 


Phe 


Tyr 


Leu 


Gin 


Met 


Asn 


Glu 


Lys 


Lys 


Pro 


Thr 


Trp 


Met 


Cys 


Pro 


Val 










355 










360 










365 








tgc 


gac 


aag 


cca 


gcc 


ccc 


tac 


gac 


cag 


etc 


ate 


ate 


gac 


ggg 


etc 


etc 


1152 


Cys 


Asp 


Lys 


Pro 


Ala 


Pro 


Tyr 


Asp 


Gin 


Leu 


He 


He 


Asp 


Gly Leu 


Leu 








370 










375 










380 










teg 


aag 


ate 


ctg 


age 


gag 


tgt 


gag 


gac 


gee 


gac 


gag 


ate 


gag 


tac 


ctg 


1200 


Ser 


Lys 


He 


Leu 


Ser 


Glu 


Cys 


Glu 


Asp 


Ala 


Asp 


Glu 


He 


Glu 


Tyr 


Leu 






385 










390 










395 












gtg 


gac 


ggc 


teg 


tgg 


tgc 


ccg 


ate 


egc 


gee 


gaa 


aag 


gag 


etc 


age 


tgc 


1248 


Val 


Asp 


Gly 


Ser 


Trp 


Cys 


Pro 


He 


Arg 


Ala 


Glu 


Lys 


Glu 


Leu 


Ser 


Cys 




400 










405 










410 










415 




age 


ccg 


cag 


ggc 


gcc 


ate 


etc 


gtg 


ctg 


ggc 


ccc 


teg 


gac 


gee 


aat 


ggg 


1296 


Ser 


Pro 


Gin 


Gly 


Ala 


He 


Leu 


Val 


Leu 


Gly 


Pro 


Ser 


Asp 


Ala 


Asn 


Gly 












420 










425 










430 






etc 


ctg 


ccc 


gee 


ccc 


age 


gtc 


aac 


ggg 


age 


ggt 


gee 


ctg 


ggc 


age 


acg 


1344 


Leu 


Leu 


Pro 


Ala 


Pro 


Ser 


Val 


Asn Gly 


Ser 


Gly 


Ala 


Leu 


Gly 


Ser 


Thr 










435 










440 










445 








ggt 


ggc 


ggc 


ggc 


ccg 


gtg 


ggc 


age 


atg 


gag 


aat 


ggg 


aag 


ccg 


ggc 


gee 


1392 


Gly Gly 


Gly 


Gly 


Pro 


Val 


Gly 


Ser 


Met 


Glu 


Asn 


Gly 


Lys 


Pro Gly Ala 








450 










455 










460 










gat 


gtg 


gtg 


gac 


etc 


acg 


ctg 


gac 


age 


tea 


teg 


tec 


teg 


gag 


gat 


gag 


1440 


Asp 


Val 


Val 


Asp 


Leu 


Thr 


Leu 


Asp 


Ser 


Ser 


Ser 


Ser 


Ser 


Glu 


Asp 


Glu 






465 










470 










475 












gag 


gag 


gag 


gaa 


gag 


gag 


gag 


gaa 


gac 


gag 


gac 


gaa 


gag 


ggg 


cec 


egg 


1488 


Glu 


Glu 


Glu 


Glu 


Glu 


Glu 


Glu 


Glu 


Asp 


Glu 


Asp 


Glu 


Glu 


Gly 


Pro 


Arg 




480 










485 










490 










495 




cec 


aag 


egc 


egc 


tgc 


cec 


ttc 


cag 


aag 


ggc 


ctg 


gtg 


ccg 


gee 


tgc 




1533 
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Pro Lys Arg Arg Cys Pro Phe Gin Lys Gly Leu Val Pro Ala Cys 

500 505 510 

tgaccccggc cgcacacttg actttcctgg tgctcaccac gcagaggggc acgggccagc 1593 
ctcgggcgca gagggaggag tgacctttct ttttcctttt attgtcgttc gttttgtttt 1653 
tccacccttt tgcctggctc ctggcacctg tacctctgga ctctcctatc gggggattaa 1713 
aaaaaaaagt aaaatgacaa aaaaagatac aaaaaagaaa aaaaaaaaaa aaa 1766 

<210> 32 

<211> 510 

<212> PRT 

<213> Homo sapiens 



<400> 32 



Met 


Ala 


Ala 


Glu 


Leu 


Val 


Glu 


Ala 


Lys 


Asn 


Met 


Val 


Met 


Ser 


Phe 


Arg 


1 








5 










10 










15 




Val 


Ser 


Asp 


Leu 


Gin 


Met 


Leu 


Leu 


Gly 


Phe 


Val 


Gly 


Arg 


Ser 


Lys 


Ser 








20 










25 










30 






Gly 


Leu 


Lys 


His 


Glu 


Leu 


Val 


Thr 


Arg 


Ala 


Leu 


Gin 


Leu 


Val 


Gin 


Phe 






35 










40 










45 








Asp 


Cys 


Thr 


Pro 


Glu 


Leu 


Phe 


Lys 


Lys 


He 


Lys 


Glu 


Leu 


Tyr 


Glu 


Thr 




50 










55 










60 










Arg 


Tyr 


Ala 


Lys 


Lys 


Asn 


Ser 


Glu 


Pro 


Ala 


Pro 


Gin 


Pro 


His 


Arg 


Pro 


65 










70 










75 










80 


Leu 


Asp 


Pro 


Leu 


Thr 


Met 


His 


Ser 


Thr 


Tyr 


Asp 


Arg 


Ala 


Gly 


Ala 


Val 










85 










90 










95 




Pro 


Arg 


Thr 


Pro 


Leu 


Ala 


Gly 


Pro 


Asn 


He 


Asp 


Tyr 


Pro 


Val 


Leu 


Tyr 








100 










105 










110 






Gly 


Lys 


Tyr 


Leu 


Asn 


Gly 


Leu 


Gly 


Arg 


Leu 


Pro 


Ala 


Lys 


Thr 


Leu 


Lys 






115 










120 










125 








Pro 


Glu 


Val 


Arg 


Leu 


Val 


Lys 


Leu 


Pro 


Phe 


Phe 


Asn 


Met 


Leu 


Asp 


Glu 




130 










135 










140 










Leu 


Leu 


Lys 


Pro 


Thr 


Glu 


Leu 


Val 


Pro 


Gin 


Asn 


Asn 


Glu 


Lys 


Leu 


Gin 


145 










150 










155 










160 


Glu 


Ser 


Pro 


Cys 


He 


Phe 


Ala 


Leu 


Thr 


Pro 


Arg 


Gin 


Val 


Glu 


Leu 


He 










165 










170 










175 




Arg 


Asn 


Ser 


Arg 


Glu 


Leu 


Gin 


Pro 


Gly 


Val 


Lys 


Ala 


Val 


Gin 


Val 


Val 








180 










185 










190 






Leu 


Arg 


He 


Cys 


Tyr 


Ser 


Asp 


Thr 


Ser 


Cys 


Pro 


Gin 


Glu 


Asp 


Gin 


Tyr 






195 










200 










205 








Pro 


Pro 


Asn 


He 


Ala 


Val 


Lys 


Val 


Asn 


His 


Ser 


Tyr 


Cys 


Ser 


Val 


Pro 




210 










215 










220 










Gly 


Tyr 


Tyr 


Pro 


Ser 


Asn 


Lys 


Pro 


Gly 


Val 


Glu 


Pro 


Lys 


Arg 


Pro 


Cys 


225 










230 










235 










240 


Arg 


Pro 


He 


Asn 


Leu 


Thr 


His 


Leu 


Met 


Tyr 


Leu 


Ser 


Ser 


Ala 


Thr 


Asn 










245 










250 










255 




Arg 


He 


Thr 


Val 


Thr 


Trp 


Gly 


Asn 


Tyr 


Gly 


Lys 


Ser 


Tyr 


Ser 


Val 


Ala 








260 










265 










270 






Leu 


Tyr 


Leu 


Val 


Arg 


Gin 


Leu 


Thr 


Ser 


Ser 


Glu 


Leu 


Leu 


Gin 


Arg 


Leu 






275 










280 










285 








Lys 


Thr 


He 


Gly 


Val 


Lys 


His 


Pro 


Glu 


Leu 


Cys 


Lys 


Ala 


Leu 


Val 


Lys 




290 










295 










300 










Glu 


Lys 


Leu 


Arg 


Leu 


Asp 


Pro 


Asp 


Ser 


Glu 


He 


Ala 


Thr 


Thr 


Gly Val 


305 










310 










315 










320 


Arg 


Val 


Ser 


Leu 


He 


Cys 


Pro 


Leu 


Val 


Lys 


Met 


Arg 


Leu 


Ser 


Val 


Pro 



325 330 335 
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Cys 


Arg 


Ala 


Glu 


Thr 


Cys 


Ala 


His 


Leu 


Gin 


Cys 


Phe 


Asp 


Ala 


Val Phe 








340 










345 










350 




Tyr 


Leu 


Gin 


Met 


Asn 


Glu 


Lys 


Lys 


Pro 


Thr 


Trp 


Met 


Cys 


Pro 


Val Cys 






355 










360 










365 






Asp 


Lys 


Pro 


Ala 


Pro 


Tyr 


Asp 


Gin 


Leu 


He 


He 


Asp 


Gly Leu 


Leu Ser 




370 










375 










380 








Lys 


lie 


Leu 


Ser 


Glu 


Cys 


Glu 


Asp 


Ala 


Asp 


Glu 


He 


Glu 


Tyr 


Leu Val 


385 










390 










395 








400 


Asp 


Gly 


Ser 


Trp 


Cys 


Pro 


He 


Arg 


Ala 


Glu 


Lys 


Glu 


Leu 


Ser 


Cys Ser 










405 










410 










415 


Pro 


Gin 


Gly 


Ala 


He 


Leu 


Val 


Leu 


Gly 


Pro 


Ser 


Asp 


Ala 


Asn 


Gly Leu 








420 










425 










430 




Leu 


Pro 


Ala 


Pro 


Ser 


Val 


Asn 


Gly 


Ser Gly Ala 


Leu 


Gly 


Ser 


Thr Gly 






435 










440 










445 






Gly 


Gly 


Gly 


Pro 


Val 


Gly 


Ser 


Met 


Glu 


Asn 


Gly 


Lys 


Pro 


Gly Ala Asp 




450 










455 










460 








Val 


Val 


Asp 


Leu 


Thr 


Leu 


Asp 


Ser 


Ser 


Ser 


Ser 


Ser 


Glu 


Asp 


Glu Glu 


465 










470 










475 








480 


Glu 


Glu 


Glu 


Glu 


Glu 


Glu 


Glu 


Asp 


Glu 


Asp 


Glu 


Glu 


Gly 


Pro 


Arg Pro 










485 










490 










495 


Lys 


Arg 


Arg 


Cys 


Pro 


Phe 


Gin 


Lys 


Gly Leu Val 


Pro 


Ala 


Cys 





500 505 510 

<210> 33 

<211> 877 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .10 

<220> 
<221> CDS 
<222> 11. .802 

<220> 

<221> 3'UTR 
<222> 803 . . 877 

<220> 

<221> polyA__signal 
<222> 836 . . 841 

<220> 

<221> polyA_site 
<222> 862 . . 877 

<400> 33 

atctgccacg atg ttg ctg etc age etg aec eta age etg gtt cte ete 49 
Met Leu Leu Leu Ser Leu Thr Leu Ser Leu Val Leu Leu 
-15 -10 
gge tec tee tgg ggc tgc ggc att cct gee ate aaa ceg gea ctg age 97 
Gly Ser Ser Trp Gly Cys Gly He Pro Ala He Lys Pro Ala Leu Ser 
-5 15 10 
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ttc 


age 


cag 


agg 


att 


gtc 


aac 


ggg 


gag 


aat 


gca 


gtg 


ttg 


gge 


tee 


tgg 


145 


Phe 


Ser 


Gin 


Arg 


He 


Val 


Asn 


Gly Glu Asn 


Ala 


Val 


Leu 


Gly 


Ser 


Trp 










15 










20 










25 








ccc 


tgg 


cag 


gtg 


tec 


ctg 


cag 


gac 


age 


age 


gac 


ttc 


cac 


ttc 


tgc 


ggt 


193 


Pro 


Trp 


Gin 
30 


Val 


Ser 


Leu 


Gin 


Asp 
35 


Ser 


Ser 


Asp 


Phe 


His 
40 


Phe 


Cys 


Gly 




ggt 


tct 


etc 


ate 


age 


cag 


tec 


tgg 


gtg 


gtc 


act 


get 


gee 


cac 


tgc 


aat 


241 


Gly 


Ser 
45 


Leu 


He 


Ser 


Gin 


Ser 
50 


Trp 


Val 


Val 


Thr 


Ala 
55 


Ala 


His 


Cys 


Asn 




gtc 


age 


ect 


gge 


cge 


eat 


ttt 


gtt 


gtc 


etg 


gge 


gag 


tat 


gac 


cga 


tea 


289 


Val 


Ser 


Pro 


Gly 


Arg 


His 


Phe 


Val 


Val 


Leu 


Gly 


Glu 


Tyr 


Asp 


Arg 


Ser 




60 










65 










70 










75 




tea 


aac 


gca 


gag 


eee 


ttg 


cag 


gtt 


ctg 


tec 


gtc 


tet 


egg 


gee 


att 


aca 


337 


Ser 


Asn 


Ala 


Glu 


Pro 
80 


Leu 


Gin 


Val 


Leu 


Ser 
85 


Val 


Ser 


Arg 


Ala 


He 
90 


Thr 




cac 


cct 


age 


tgg 


aac 


tct 


acc 


acc 


atg 


aac 


aat 


gac 


gtg 


aeg 


ctg 


ctg 


385 


His 


Pro 


Ser 


Trp 
95 


Asn 


Ser 


Thr 


Thr 


Met 
100 


Asn 


Asn 


Asp 


Val 


Thr 
105 


Leu 


Leu 




aag 


etc 


gee 


teg 


cca 


gee 


cag 


tac 


aea 


aea 


cge 


ate 


teg 


cca 


gtt 


tgc 


433 


Lys 


Leu 


Ala 
110 


Ser 


Pro 


Ala 


Gin 


Tyr 
115 


Thr 


Thr 


Arg 


He 


Ser 
120 


Pro 


Val 


Cys 




ctg 


gca 


tee 


tea 


aac 


gag 


get 


ctg 


act 


gaa 


gge 


etc 


acg 


tgt 


gte 


aee 


481 


Leu 


Ala 
125 


Ser 


Ser 


Asn 


Glu 


Ala 
130 


Leu 


Thr 


Glu 


Gly 


Leu 
135 


Thr 


Cys 


Val 


Thr 




acc 


gge 


tgg 


ggt 


cge 


etc 


agt 


gge 


gtg 


gge 


aat 


gtg 


aea 


eca 


gca 


cgt 


529 


Thr Gly 


Trp 


Gly 


Arg 


Leu 


Ser 


Gly Val 


Gly 


Asn 


Val 


Thr 


Pro 


Ala 


Arg 




140 










145 










150 










155 




ctg 


cag 


cag 


gtg 


get 


ttg 


ccc 


ctg 


gtc 


act 


gtg 


aat 


cag 


tgc 


egg 


cag 


577 


Leu 


Gin 


Gin 


Val 


Ala 
160 


Leu 


Pro 


Leu 


Val 


Thr 
165 


Val 


Asn 


Gin 


Cys 


Arg 
170 


Gin 




tac 


tgg 


gge 


tea 


agt 


ate 


act 


gac 


tec 


atg 


ate 


tgt 


gca 


ggt 


gge 


gca 


625 


Tyr 


Trp 


Gly 


Ser 


Ser 


He 


Thr 


Asp 


Ser 


Met 


He 


Cys 


Ala Gly Gly Ala 










175 










180 










185 








ggt 


gee 


tec 


teg 


tgc 


cag 


ggt 


gac 


tec 


gga 


gge 


cct 


ctt 


gtc 


tgc 


cag 


673 


Gly Ala 


Ser 


Ser 


Cys 


Gin 


Gly 


Asp 


Ser 


Gly 


Gly 


Pro 


Leu 


Val 


Cys 


Gin 








190 










195 










200 










aag 


gga 


aac 


aca 


tgg 


gtg 


ett 


att 


ggt 


att 


gtc 


tec 


tgg 


gge 


ace 


aaa 


721 


Lys 


Gly 


Asn 


Thr 


Trp 


Val 


Leu 


He 


Gly 


He 


Val 


Ser 


Trp Gly Thr 


Lys 






205 










210 










215 












aac 


tgc 


aat 


gtg 


cge 


gca 


cct 


get 


gtg 


tat 


act 


cga 


gtt 


age 


.aag 


ttc 


769 


Asn 


Cys 


Asn 


Val 


Arg 


Ala 


Pro 


Ala 


Val 


Tyr 


Thr 


Arg 


Val 


Ser 


Lys 


Phe 




220 










225 










230 










235 




age 


acc 


tgg 


ate 


aac 


cag 


gtc 


ata 


gee 


tac 


aac 


tgagctcace acaggeecte 


822 


Ser 


Thr 


Trp 


He 


Asn 


Gin 


Val 


He 


Ala 


Tyr 


Asn 















240 245 



cceagcteaa eccattaaag acccaggcee tgteeeatea aaaaaaaaaa aaaaa 877 

<210> 34 

<211> 264 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> 1 . . 18 
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<400> 34 



Met 


Leu 


Leu 


Leu 


Ser 


Leu 


Thr 


Leu 


Ser 


Leu 


Val 


Leu 


Leu Gly 


Ser 


Ser 








-15 










-10 










-5 






Trp 


Gly 


Cys 
1 


Gly 


He 


Pro 


Ala 
5 


He 


Lys 


Pro 


Ala 


Leu 
10 


Ser 


Phe 


Ser 


Gin 


Arg 


He 


Val 


Asn Gly 


Glu 


Asn 


Ala 


Val 


Leu 


Gly Ser 


Trp 


Pro 


Trp 


Gin 


15 










20 










25 










30 


Val 


Ser 


Leu 


Gin 


Asp 


Ser 


Ser 


Asp 


Phe 


His 


Phe 


Cys 


Gly Gly 


Ser 


Leu 










35 










40 










45 




He 


Ser 


Gin 


Ser 
50 


Trp 


Val 


Val 


Thr 


Ala 
55 


Ala 


His 


Cys 


Asn 


Val 
60 


Ser 


Pro 


Gly 


Arg 


His 


Phe 


Val 


Val 


Leu 


Gly Glu Tyr Asp Arg 


Ser 


Ser 


Asn 


Ala 






65 










70 










75 








Glu 


Pro 
80 


Leu 


Gin 


Val 


Leu 


Ser 
85 


Val 


Ser 


Arg 


Ala 


He 
90 


Thr 


His 


Pro 


Ser 


Trp 


Asn 


Ser 


Thr 


Thr 


Met 


Asn 


Asn 


Asp 


Val 


Thr 


Leu 


Leu 


Lys 


Leu 


Ala 


95 










100 










105 










110 


Ser 


Pro 


Ala 


Gin 


Tyr 
115 


Thr 


Thr 


Arg 


He 


Ser 
120 


Pro 


Val 


Cys 


Leu 


Ala 
125 


Ser 


Ser 


Asn 


Glu 


Ala 
130 


Leu 


Thr 


Glu 


Gly 


Leu 
135 


Thr 


Cys 


Val 


Thr 


Thr 
140 


Gly 


Trp 


Gly 


Arg 


Leu 
145 


Ser 


Gly 


Val 


Gly 


Asn 
150 


Val 


Thr 


Pro 


Ala 


Arg 
155 


Leu 


Gin 


Gin 


Val 


Ala 


Leu 


Pro 


Leu 


Val 


Thr 


Val 


Asn 


Gin 


Cys 


Arg 


Gin 


Tyr 


Trp Gly 




160 










165 










170 










Ser 


Ser 


He 


Thr 


Asp 


Ser 


Met 


He 


Cys 


Ala Gly Gly Ala Gly Ala 


Ser 


175 










180 










185 










190 


Ser 


Cys 


Gin Gly Asp 


Ser 


Gly 


Gly 


Pro 


Leu 


Val 


Cys 


Gin 


Lys 


Gly Asn 










195 










200 










205 




Thr 


Trp 


Val 


Leu 


He 


Gly 


He 


Val 


Ser Trp Gly Thr 


Lys 


Asn 


Cys 


Asn 








210 










215 










220 






Val 


Arg 


Ala 
225 


Pro 


Ala 


Val 


Tyr 


Thr 
230 


Arg 


Val 


Ser 


Lys 


Phe 
235 


Ser 


Thr 


Trp 


He 


Asn 
240 


Gin 


Val 


He 


Ala 


Tyr 
245 


Asn 



















<210> 35 

<211> 1728 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .37 

<220> 
<221> CDS 
<222> 38. .1378 

<220> 

<221> 3 'UTR 
<222> 1379. .1728 

<220> 
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<221> polyA_site 
<222> 1713 . . 1728 

<400> 35 

atcatctgca cagctggggc ccctgggagg agacgcc atg ate ccc acc ttc acg 55 

Met lie Pro Thr Phe Thr 
-20 

get etg etc tgc etc ggg etg agt etg ggc cee agg aec cac atg cag 103 
Ala Leu Leu Cys Leu Gly Leu Ser Leu Gly Pro Arg Thr His Met Gin 

-15 -10 -5 

gca ggg ccc etc ccc aaa ccc acc etc tgg get gag cca ggc tct gtg 151 
Ala Gly Pro Leu Pro Lys Pro Thr Leu Trp Ala Glu Pro Gly Ser Val 

15 10 15 

ate age tgg ggg aac tct gtg acc ate tgg tgt cag ggg ace etg gag 199 
lie Ser Trp Gly Asii Ser Val Thr lie Trp Cys Gin Gly Thr Leu Glu 

20 25 30 

get egg gag tac egt etg gat aaa gag gaa age cca gca ccc tgg gac 24 7 
Ala Arg Glu Tyr Arg Leu Asp Lys Glu Glu Ser Pro Ala Pro Trp Asp 

35 40 45 

aga cag aae eca etg gag cee aag aae aag gee aga ttc tee ate cca 295 
Arg Gin Asn Pro Leu Glu Pro Lys Asn Lys Ala Arg Phe Ser lie Pro 

50 55 60 

tec atg aca gag gac tat gca ggg aga tac cgc tgt tac tat cgc age -343 
Ser Met Thr Glu Asp Tyr Ala Gly Arg Tyr Arg Cys Tyr Tyr Arg Ser 

65 70 75 

cet gta ggc tgg tea cag cee agt gac ccc etg gag etg gtg atg aca 3 91 
Pro Val Gly Trp Ser Gin Pro Ser Asp Pro Leu Glu Leu Val Met Thr 
80 85 90 95 

gga gee tac agt aaa ccc ace ett tea gee etg eeg agt cet ett gtg 439 
Gly Ala Tyr Ser Lys Pro Thr Leu Ser Ala Leu Pro Ser Pro Leu Val 

100 105 110 

aec tea gaa aag age gtg ace etg etg tgt cag tea egg age cca atg 487 
Thr Ser Glu Lys Ser Val Thr Leu Leu Cys Gin Ser Arg Ser Pro Met 

115 120, 125 

gac act ttc ett etg ate aag gag egg gca gee cat ccc eta etg cat 535 
Asp Thr Phe Leu Leu lie Lys Glu Arg Ala Ala His Pro Leu Leu His 

130 135 140 

etg aga tea gag cac gga get eag cag cac cag get gaa ttc ccc atg 5 83 
Leu Arg Ser Glu His Gly Ala Gin Gin His Gin Ala Glu Phe Pro Met 

145 150 155 

agt cet gtg acc tea gtg cac ggg ggg ace tac agg tgc ttc age tea 631 
Ser Pro Val Thr Ser Val His Gly Gly Thr Tyr Arg Cys Phe Ser Ser 
160 165 170 175 

cac ggc ttc tec cac tac etg etg tea cae ccc agt gae ccc etg gag 679 
His Gly Phe Ser His Tyr Leu Leu Ser His Pro Ser Asp Pro Leu Glu 

180 185 190 

etc ata gtc tea gga tec ttg gag gat ccc agg cee tea cee aca agg 727 
Leu lie Val Ser Gly Ser Leu Glu Asp Pro Arg Pro Ser Pro Thr Arg • 

195 200 205 

tec gtc tea aca get gca ggc cet gag gae eag cee etc atg cet aca 775 
Ser Val Ser Thr Ala Ala Gly Pro Glu Asp Gin Pro Leu Met Pro Thr 

210 215 220 

999 tea gtc cee cae agt ggt etg aga agg cac tgg gag gta etg ate 823 
Gly Ser Val Pro His Ser Gly Leu Arg Arg His Trp Glu Val Leu lie 
225 230 235 
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999 9tc ttg gtg gtc tec ate ctg ctt etc tec etc etc etc tte etc 871 

Gly Val Leu Val Val Ser lie Leu Leu Leu Ser Leu Leu Leu Phe Leu 

240 245 250 255 

etc etc caa cac tgg cgt cag gga aaa eac agg aca ttg gee cag aga 919 

Leu Leu Gin His Trp Arg Gin Gly Lys His Arg Thr Leu Ala Gin Arg 

260 265 270 

cag get gat tte caa cgt cet eca ggg get gcc gag cca gag cee aag 967 
Gin Ala Asp Phe Gin Arg Pro Pro Gly Ala Ala Glu Pro Glu Pro Lys 

275 280 285 

gac ggg ggc eta cag agg agg tee age cca get get gac gte cag gga 1015 
Asp Gly Gly Leu Gin Arg Arg Ser Ser Pro Ala Ala Asp Val Gin Gly 

290 295 300 

gaa aac tte tgt get gee gtg aag gac aca cag ect gag gac ggg gtg 1063 
Glu Asn Phe Cys Ala Ala Val Lys Asp Thr Gin Pro Glu Asp Gly Val 

305 310 315 

gaa atg gac act egg age cca cae gat gaa gac cee cag gea gtg aeg 1111 
Glu Met Asp Thr Arg Ser Pro His Asp Glu Asp Pro Gin Ala Val Thr 
320 325 330 335 

tat gcc aag gtg aaa eae tec aga ect agg aga gaa atg gee tet ect 1159 
Tyr Ala Lys Val Lys His Ser Arg Pro Arg Arg Glu Met Ala Ser Pro 

340 345 350 

ecc tee eca ctg tet ggg gaa tte ctg gac aca aag gac aga cag gca 1207 
Pro Ser Pro Leu Ser Gly Glu Phe Leu Asp Thr Lys Asp Arg Gin Ala 

355 360 365 

gaa gag gac aga cag atg gac act gag get get gca tet gaa gcc cee 1255 
Glu Glu Asp Arg Gin Met Asp Thr Glu Ala Ala Ala Ser Glu Ala Pro 

370 375 '380 

cag gat gtg acc tac gee cag ctg eae age ttt ace etc aga cag aag 1303 
Gin Asp Val Thr Tyr Ala Gin Leu His Ser Phe Thr Leu Arg Gin Lys 

385 390 395 

gca act gag ect ect cca tec cag gaa ggg gee tet eca get gag cee 1351 
Ala Thr Glu Pro Pro Pro Ser Gin Glu Gly Ala Ser Pro Ala Glu Pro 
400 405 410 415 

^9t gte tat gee act ctg gee ate cac taatccaggg gggacccaga 1398 
Ser Val Tyr Ala Thr Leu Ala lie His 

420 

ecccaeaagc catggagaet caggacccca gaaggeatgg aagctgecte cagtagacat 1458. 
cactgaacec cagceagcee agaeccetga cacagaccac tagaagattc cgggaacgtt 1518 
gggagtcace tgattctgea aagataaata atateectgc attatcaaaa taaagtagea 1578 
gacctctcaa tteaeaatga gttaactgat aaaacaaaac agaagtcaga caatgtttta 1638 
aattgaatga tcatgtaaat attaeaeate aaaceaatga catgggaaaa tgggagctte 1698 
taatgaggae aaacaaaaaa aaaaaaaaaa 172 8 

<210> 36 
<211> 447 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1. .23 

<400> 36 

Met He Pro Thr Phe Thr Ala Leu Leu Cys Leu Gly Leu Ser Leu Gly 
-20 -15 -10 
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Pro 


Arg 


Thr 
-5 


His 


Met 


Gin 


Ala 


Gly 
1 


Pro 


Leu 


Pro 


Lys 


Pro 


Thr 


Leu 


Trp 


Ala 


Glu 


Pro 


Gly 


Ser 


Val 


He 


Ser 


Trp Gly 


Asn 


5 

Ser 


Val 


Thr 


He 


Trp 


10 










15 










20 










25 


Cys 


Gin 


Gly 


Thr 


Leu 


Glu 


Ala 


Arg 


Glu 


Tyr 


Arg 


Leu 


Asp 


Lys 


Glu 


Glu 










30 










35 










40 




Ser 


Pro 


Ala 


Pro 


Trp 


Asp 


Arg 


Gin 


Asn 


Pro 


Leu 


Glu 


Pro 


Lys 


Asn 


Lys 








45 










50 










55 






Ala 


Arg 


Phe 


Ser 


He 


Pro 


Ser 


Met 


Thr 


Glu 


Asp 


Tyr Ala Gly Arg 


Tyr 






60 










65 










70 








Arg 


Cys 


Tyr 


Tyr 


Arg 


Ser 


Pro 


Val 


Gly Trp 


Ser 


Gin 


Pro 


Ser 


Asp 


Pro 




75 










80 










85 










Leu 


Glu 


Leu 


Val 


Met 


Thr Gly 


Ala 


Tyr 


Ser 


Lys 


Pro 


Thr 


Leu 


Ser 


Ala 


90 










95 










100 










105 


Leu 


Pro 


Ser 


Pro 


Leu 


Val 


Thr 


Ser 


Glu 


Lys 


Ser 


Val 


Thr 


Leu 


Leu 


Cys 










110 










115 










120 




Gin 


Ser 


Arg 


Ser 


Pro 


Met 


Asp 


Thr 


Phe 


Leu 


Leu 


He 


Lys 


Glu 


Arg 


Ala 








125 










130 










135 






Ala 


His 


Pro 


Leu 


Leu 


His 


Leu 


Arg 


Ser 


Glu 


His 


Gly Ala 


Gin 


Gin 


His 






140 










145 










150 








Gin 


Ala 


Glu 


Phe 


Pro 


Met 


Ser 


Pro 


Val 


Thr 


Ser 


Val 


His 


Gly Gly Thr 




155 










160 










165 










Tyr 


Arg 


Cys 


Phe 


Ser 


Ser 


His 


Gly 


Phe 


Ser 


His 


Tyr 


Leu 


Leu 


Ser 


His 


170 










175 










180 










185 


Pro 


Ser 


Asp 


Pro 


Leu 


Glu 


Leu 


He 


Val 


Ser 


Gly 


Ser 


Leu 


Glu 


Asp 


Pro 










190 










195 










200 




Arg 


Pro 


Ser 


Pro 


Thr 


Arg 


Ser 


Val 


Ser 


Thr 


Ala 


Ala 


Gly 


Pro 


Glu 


Asp 








205 










210 










215 






Gin 


Pro 


Leu 


Met 


Pro 


Thr 


Gly 


Ser 


Val 


Pro 


His 


Ser 


Gly 


Leu 


Arg 


Arg 






220 










225 










230 








His 


Trp 


Glu 


Val 


Leu 


He 


Gly 


Val 


Leu 


Val 


Val 


Ser 


He 


Leu 


Leu 


Leu 




235 










240 










245 










Ser 


Leu 


Leu 


Leu 


Phe 


Leu 


Leu 


Leu 


Gin 


His 


Trp 


Arg 


Gin 


Gly Lys 


His 


250 










255 










260 










265 


Arg 


Thr 


Leu 


Ala 


Gin 


Arg 


Gin 


Ala 


Asp 


Phe 


Gin 


Arg 


Pro 


Pro 


Gly Ala 










270 










275 










280 




Ala 


Glu 


Pro 


Glu 


Pro 


Lys 


Asp 


Gly 


Gly Leu 


Gin 


Arg 


Arg 


Ser 


Ser 


Pro 








285 










290 










295 






Ala 


Ala 


Asp 


Val 


Gin 


Gly Glu 


Asn 


Phe 


Cys 


Ala 


Ala 


Val 


Lys 


Asp 


Thr 






300 










305 










310 








Gin 


Pro 


Glu 


Asp 


Gly 


Val 


Glu 


Met 


Asp 


Thr 


Arg 


Ser 


Pro 


His 


Asp 


Glu 




315 










320 










325 










Asp 


Pro 


Gin 


Ala 


Val 


Thr 


Tyr 


Ala* 


Lys 


Val 


Lys 


His 


Ser 


Arg 


Pro 


Arg 


330 










335 










340 










345 


Arg 


Glu 


Met 


Ala 


Ser 


Pro 


Pro 


Ser 


Pro 


Leu 


Ser 


Gly Glu 


Phe 


Leu 


Asp 










350 










355 










360 




Thr 


Lys 


Asp 


Arg 


Gin 


Ala 


Glu 


Glu Asp Arg 


Gin 


Met 


Asp 


Thr 


Glu 


Ala 








365 










370 










375 






Ala 


Ala 


Ser 


Glu 


Ala 


Pro 


Gin 


Asp 


Val 


Thr 


Tyr 


Ala 


Gin 


Leu 


His 


Ser 






380 










385 










390 








Phe 


Thr 


Leu 


Arg 


Gin 


Lys 


Ala 


Thr 


Glu 


Pro 


Pro 


Pro 


Ser 


Gin 


Glu 


Gly 




395 










400 










405 










Ala 


Ser 


Pro 


Ala 


Glu 


Pro 


Ser 


Val 


Tyr 


Ala 


Thr 


Leu 


Ala 


He 


His 





410 415 420 
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<210> 37 

<211> 1757 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .329 

<220> 
<221> CDS 
<222> 330. .1478 

<220> 

<221> 3'UTR 
<222> 1479. .1757 

<220> 

<221> polyA_signal 
<222> 1722 . . 1727 

<220> 

<221> polyA_site 
<222> 1742. .1757 

<400> 37 

atttagttga agctgcaggg gagtgaggga gaggaggata ggaagcagga aagcgggaga 60 
gctcgaggga caagggggct cggtgtgttt acaccaggca cgggctacga gcgtccatcc 12 0 
cggcccctgg cttgcgctcc cgaagaggag agcaaggctg ttctgggatc cggccgtcgt 18 0 
gcggcaagag gcttgtctgt ccgggttgcc ggaaccagga gaacccagag ggaaaccgag 240 
gcaaaggagc ggcgcgtttt actagagaga gcgcgagcgg aagaggcgag agcaggagcg 3 00 
cgcgagggag catcgagcgc agcggagac atg agg acc tac tgg ctg cac age 3 53 

Met Arg Thr Tyr Trp Leu His Ser 
-20 

gtc tgg gtg ctg ggc ttt ttc ctg tec etc tte tea ttg caa gga ctg 401 

Val Trp Val Leu Gly Phe Phe Leu Ser Leu Phe Ser Leu Gin Gly Leu 

-15 -10 -5 1 

ect gtt cgc age gtg gat ttt aac cga ggc aeg gae aac ate aee gtg 44 9 

Pro Val Arg Ser Val Asp Phe Asn Arg Gly Thr Asp Asn lie Thr Val 

5 10 15 

agg eag ggg gae aea gee ate etc agg tgc gtt gta gaa gae aag aac 4 97 
Arg Gin Gly Asp Thr Ala lie Leu Arg Cys Val Val Glu Asp Lys Asn 

20 25 30 

tea aag gtg gee tgg ttg aac cgt tct ggc ate att ttt get gga eat 545 
Ser Lys Val Ala Trp Leu Asn Arg Ser Gly lie lie Phe Ala Gly His 

35 40 45 

gae aag tgg tct ctg gae eea egg gtt gag ctg gag aaa cgc cat tct 593 
Asp Lys Trp Ser Leu Asp Pro Arg Val Glu Leu Glu Lys Arg His Ser 
50 55 60 65 

ctg gaa tac age etc cga ate eag aag gtg gat gtc tat gat gag ggt 641 
Leu Glu Tyr Ser Leu Arg lie Gin Lys Val Asp Val Tyr Asp Glu Gly 

70 75 80 

tee tac act tge tea gtt eag aca eag eat gag ecc aag acc tec caa 689 
Ser Tyr Thr Cys Ser Val Gin Thr Gin His Glu Pro Lys Thr Ser Gin 

85 90 95 
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gtt 


tae 


ttg 


ate 


gta 


caa 


gtc 


cca 


cea 


aag 


ate 


tee 


aat 


ate 


tee 


teg 


737 


Val 


Tyr 


Leu 
100 


He 


Val 


Gin 


Val 


Pro 
105 


Pro 


Lys 


He 


Ser 


Asn 
110 


He 


Ser 


Ser 




gat 


gtc 


act 


gtg 


aat 


gag 


ggc 


age 


aac 


gtg 


act 


ctg 


gte 


tge 


atg 


gee 


785 


Asp 


Val 


Thr 


Val 


Asn 


Glu 


Gly Ser Asn Val 


Thr 


Leu 


Val 


Cys 


Met 


Ala 






115 










120 










125 












aat 


ggc 


cgt 


cct 


gaa 


cet 


gtt 


ate 


acc 


tgg 


aga 


eae 


ett 


aca 


cca 


act 


833 


Asn Gly 


Arg 


Pro 


Glu 


Pro 


Val 


He 


Thr 


Trp 


Arg 


His 


Leu 


Thr 


Pro 


Thr 




13 0 










135 










140 










145 




gga 


agg 


gaa 


ttt 


gaa 


gga 


gaa 


gaa 


gaa 


tat 


ctg 


gag 


ate 


ett 


gge 


ate 


881 


Gly Arg 


Glu 


Phe 


Glu 


Gly 


Glu 


Glu 


Glu 


Tyr 


Leu 


Glu 


He 


Leu 


Gly 


He 












150 










155 










160 






acc 


agg 


gag 


cag 


tea 


ggc 


aaa 


tat 


gag 


tge 


aaa 


get 


gee 


aae 


gag 


gte 


929 


Thr Arg 


Glu 


Gin 


Ser 


Gly 


Lys 


Tyr 


Glu 


Cys 


Lys 


Ala 


Ala 


Asn 


Glu 


Val 










165 










170 










175 








tec 


teg 


geg 


gat 


gtc 


aaa 


caa 


gtc 


aag 


gte 


act 


gtg 


aac 


tat 


cct 


ecc 


977 


Ser 


Ser 


Ala 
180 


Asp 


Val 


Lys 


Gin 


Val 
185 


Lys 


Val 


Thr 


Val 


Asn 
190 


Tyr 


Pro 


Pro 




act 


ate 


aca 


gaa 


tee 


aag 


age 


aat 


gaa 


gee 


acc 


aca 


gga 


ega 


caa 


get 


1025 


Thr 


He 


Thr 


Glu 


Ser 


Lys 


Ser 


Asn 


Glu 


Ala 


Thr 


Thr Gly Arg Gin Ala 






195 










200 










205 












tea 


etc 


aaa 


tgt 


gag 


gee 


teg 


gca 


gtg 


cet 


gca 


eet 


gae 


ttt 


gag 


tgg 


1073 


Ser 


Leu 


Iiys 


Cys 


Glu 


Ala 


Ser 


Ala 


Val 


Pro 


Ala 


Pro 


Asp 


Phe 


Glu 


Trp 




210 










215 










220 










225 




tac 


egg 


gat 


gac 


act 


agg 


ata 


aat 


agt 


gee 


aat 


ggc 


ett 


gag 


att 


aag 


1121 


Tyr 


Arg 


Asp 


Asp 


Thr 
230 


Arg 


He 


Asn 


Ser 


Ala 
235 


Asn 


Gly 


Leu 


Glu 


He 
240 


Lys 




age 


aeg 


gag 


ggc 


eag 


tct 


tec 


ctg 


acg 


gtg 


ace 


aae 


gte 


act 


gag 


gag 


1169 


Ser 


Thr 


Glu 


Gly 
245 


Gin 


Ser 


Ser 


Leu 


Thr 
250 


Val 


Thr 


Asn 


Val 


Thr 
255 


Glu 


Glu 




cac 


tae 


ggc 


aac 


tac 


ace 


tgt 


gtg 


get 


gee 


aae 


aag 


ctg 


ggg 


gtc 


acc 


1217 


His 


Tyr 


Gly 


Asn 


Tyr 


Thr 


Cys 


Val 


Ala 


Ala 


Asn 


Lys 


Leu 


Gly Val 


Thr 








260 










265 










270 










aat 


gee 


age 


eta 


gtc 


ett 


ttc 


aaa 


cgt 


gtt 


tta 


ecc 


aca 


ate 


ecc 


eae 


1265 


Asn 


Ala 
275 


Ser 


Leu 


Val 


Leu 


Phe 
280 


Lys 


Arg 


Val 


Leu 


Pro 
285 


Thr 


He 


Pro 


His 




ecc 


att 


caa 


gaa 


att 


ggt 


acc 


acc 


gtg 


cac 


ttc 


aag 


caa 


aaa 


gge 


ate 


1313 


Pro 


He 


Gin 


Glu 


He 


Gly 


Thr 


Thr 


Val 


His 


Phe 


Lys 


Gin 


Lys 


Gly 


He 




290 










295 










300 










305 




ttc 


etc 


tet 


gag 


tct 


cag 


agg 


ggt 


gag 


aca 


ace 


aag 


ate 


act 


etc 


aae 


1361 


Phe 


Leu 


Ser 


Glu 


Ser 


Gin 


Arg Gly Glu Thr 


Thr 


Lys 


He 


Thr 


Leu 


Asn 












310 










315 










320 






tgt 


gga 


aat 


eta 


ttc 


ttg 


egg 


aac 


tta 


cat 


ecc 


ace 


agt 


gat 


eaa 


gag 


1409 


Cys 


Gly 


Asn 


Leu 
325 


Phe 


Leu 


Arg 


Asn 


Leu 
330 


His 


Pro 


Thr 


Ser 


Asp 
335 


Gin 


Glu 




cca 


cag 


aga 


tta 


tgg 


aca 


ett 


tgt 


tge 


tta 


etc 


cca 


aga 


aag 


gge 


eag 


1457 


Pro 


Gin 


Arg 


Leu 


Trp 


Thr 


Leu 


Cys 


Cys 


Leu 


Leu 


Pro 


Arg 


Lys 


Gly Gin 








340 










345 










350 










eac 


cgt 


att 


tat 


ggc 


cag 


tge 


tagaaggtec tcaetgaagg caacagggaa 


1508 


His 


Arg 


He 


Tyr 


Gly 


Gin 


Cys 























355 360 
gaggcagcca tgaatatata cttggaaaea ggateatttg aggectteaa gaaggeataa 1568 
aatattgtcc ettteagcet ttcttttett eteaatgcea cgattaccaa ttatgtttta 1628 
atettaagtg gctagtgtta tatgtgatae attatgcctt tgatatgtgg ttgaaaaaat 1688 
aaggcatage attgtttttt attteaaaga eaaaataaac tgceagtgte aeeaaaaaaa 1748 
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<210> 38 
<211> 383 
<212> PRT 
<213> Homo sapi 

<220> 

<221> SIGNAL 
<222> 1. .23 

<400> 38 
Met Arg Thr Tyr 
-20 

Ser Leu Phe Ser 
-5 

Arg Gly Thr Asp 
10 

Arg Cys Val Val 

Ser Gly He He 
45 

Val Glu Leu Glu 
60 

Lys Val Asp Val 
75 

Gin His Glu Pro 
90 

Pro Lys He Ser 

Asn Val Thr Leu 
125 

Thr Trp Arg His 
140 

Glu Tyr Leu Glu 
155 

Glu Cys Lys Ala 
170 

Lys Val Thr Val 

Glu Ala Thr Thr 
205 

Val Pro Ala Pro 
220 

Ser Ala Asn Gly 
235 

Thr Val Thr Asn 
250 

Ala Ala Asn Lys 

Arg Val Leu Pro 
285 

Val His Phe Lys 
300 

Glu Thr Thr Lys 



Trp Leu His Ser 

Leu Gin Gly Leu 
1 

Asn He Thr Val 
15 

Glu Asp Lys Asn 
30 

Phe Ala Gly His 

Lys Arg His Ser 
65 

Tyr Asp Glu Gly 
80 

Lys Thr Ser Gin 
95 

Asn He Ser Ser 
110 

Val Cys Met Ala 

Leu Thr Pro Thr 
145 

He Leu Gly He 
160 

Ala Asn Glu Val 
175 

Asn Tyr Pro Pro 
190 

Gly Arg Gin Ala 

Asp Phe Glu Trp 
225 

Leu Glu He Lys 
240 

Val Thr Glu Glu 
255 

Leu Gly Val Thr 
270 

Thr He Pro His 

Gin Lys Gly He 
305 

He Thr Leu Asn 



48 



Val Trp Val Leu 
-15 

Pro Val Arg Ser 
5 

Arg Gin Gly Asp 
20 

Ser Lys Val Ala 
35 

Asp Lys Trp Ser 
50 

Leu Glu Tyr Ser 

Ser Tyr Thr Cys 
85 

Val Tyr Leu He 
100 

Asp Val Thr Val 
115 

Asn Gly Arg Pro 
130 

Gly Arg Glu Phe 

Thr Arg Glu Gin 
165 

Ser Ser Ala Asp 
180 

Thr He Thr Glu 
195 

Ser Leu Lys Cys 
210 

Tyr Arg Asp Asp 

Ser Thr Glu Gly 
245 

His Tyr Gly Asn 
260 

Asn Ala Ser Leu 
275 

Pro He Gin Glu 
290 

Phe Leu Ser Glu 
Cys Gly Asn Leu 



Gly Phe Phe Leu 
-10 

Val Asp Phe Asn 

Thr Ala He Leu 
25 

Trp Leu Asn Arg 
40 

Leu Asp Pro Arg 
55 

Leu Arg He Gin 
70 

Ser Val Gin Thr 

Val Gin Val Pro 
105 

Asn Glu Gly Ser 
120 

Glu Pro Val He 
135 

Glu Gly Glu Glu 
150 

Ser Gly Lys Tyr 

Val Lys Gin Val 
185 

Ser Lys Ser Asn 
200 

Glu Ala Ser Ala 
215 

Thr Arg He Asn 
230 

Gin Ser Ser Leu 

Tyr Thr Cys Val 
265 

Val Leu Phe Lys 
280 

He Gly Thr Thr 
295 

Ser Gin Arg Gly 
310 

Phe Leu Arg Asn 



G-142US05REG 

1757 
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315 320 325 

Leu His Pro Thr Ser Asp Gin Glu Pro Gin Arg Leu Trp Thr Leu Cys 
330 335 340 345 

Cys Leu Leu Pro Arg Lys Gly Gin His Arg lie Tyr Gly Gin Cys 

350 355 360 

<210> 39 

<:211> 2818 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. . 80 

<220> 
<221> CDS 
<222> 81. .1517 

<220> 

<221> 3 'UTR 
<222> 1518 . . 2818 

<220> 

<221> polyA_signal 
<222> 2786 . . 2791 

<220> 

<223> polyA_site 
<222> 2804 . .2818 

<400> 39 

ggctttgggg cagggcagat ttatatctgc gggggatcag ctgacgctcc gcattgcaga 60 
ctgcggagtc agacggcgct atg tac gcc etc ttc etc etg gee age etc etg 113 

Met Tyr Ala Leu Phe Leu Leu Ala Ser Leu Leu 
15 10 



ggc 


gcg 


get 


eta 


gcc 


ggc 


eeg 


gte 


ett 


gga 


etg 


aaa 


gaa 


tge 


ace 


agg 


161 


Gly Ala 


Ala 


Leu 


Ala 


Gly 


Pro 


Val 


Leu 


Gly 


Leu 


Lys 


Glu 


Cys 


Thr 


Arg 










15 










20 










25 








ggc 


teg 


gca 


gtg 


tgg 


tge 


cag 


aat 


gtg 


aag 


aeg 


gcg 


tee 


gae 


tge 


ggg 


209 


Gly 


Ser 


Ala 


Val 


Trp 


Cys 


Gin 


Asn 


Val 


Lys 


Thr 


Ala 


Ser 


Asp 


Cys 


Gly 








30 










35 










40 










gca 


9tg 


aag 


eae 


tge 


etg 


cag 


ace 


gtt 


tgg 


aae 


aag 


eca 


aea 


gtg 


aaa 


257 


Ala 


Val 


Lys 


His 


Cys 


Leu 


Gin 


Thr 


Val 


Trp 


Asn 


Lys 


Pro 


Thr 


Val 


Lys 






45 










50 










55 












tec 


ctt 


cec 


tge 


gae 


ata 


tge 


aaa 


gae 


gtt 


gte 


ace 


gca 


get 


ggt 


gat 


305 


Ser 


Leu 


Pro 


Cys 


Asp 


lie 


Cys 


Lys 


Asp 


Val 


Val 


Thr 


Ala 


Ala 


Gly 


Asp 




60 










65 










70 










75 




atg 


etg 


aag 


gae 


aat 


gcc 


act 


gag 


gag 


gag 


ate 


ett 


gtt 


tac 


ttg 


gag 


353 


Met 


Leu 


Lys 


Asp 


Asn 


Ala 


Thr 


Glu 


Glu 


Glu 


He 


Leu 


Val 


Tyr 


Leu 


Glu 












80 










85 










90 






aag 


ace 


tgt 


gae 


tgg 


ctt 


eeg 


aaa 


ccg 


aae 


atg 


tct 


get 


tea 


tge 


aag 


401 


Lys 


Thr 


Cys 


Asp 


Trp 


Leu 


Pro 


Lys 


Pro 


Asn 


Met 


Ser 


Ala 


Ser 


Cys 


Lys 










95 










100 










105 








gag 


ata 


gtg 


gae 


tee 


tac 


etc 


ect 


gte 


ate 


etg 


gae 


ate 


att 


aaa 


gga 


449 
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Glu 


He 


Val 


Asp 


Ser 


Tyr 


Leu 


Pro 


Val 


He 


Leu 


Asp 


He 


He 


Lys 


Gly 








110 










115 










120 










gaa 


atg 


age 


cgt 


cet 


ggg 


gag 


gtg 


tgc 


tct 


get 


etc 


aac 


etc 


tgc 


gag 


497 


Glu 


Met 


Ser 


Arg 


Pro 


Gly Glu 


Val 


Cys 


Ser 


Ala 


Leu 


Asn 


Leu 


Cys 


Glu 






125 










130 










135 












tct 


etc 


cag 


aag 


eac 


eta 


gca 


gag 


etg 


aat 


cac 


eag 


aag 


eag 


etg 


gag 


545 


Ser 


Leu 


Gin 


Lys 


His 


Leu 


Ala 


Glu 


Leu 


Asn 


His 


Gin 


Lys 


Gin 


Leu 


Glu 




140 










145 










150 










155 




tec 


aat 


aag 


ate 


eca 


gag 


etg 


gae 


atg 


act 


gag 


gtg 


gtg 


gee 


cce 


ttc 


593 


Ser 


Asn 


Lys 


He 


Pro 


Glu 


Leu 


Asp 


Met 


Thr 


Glu 


Val 


Val 


Ala 


Pro 


Phe 












160 










165 










170 






atg 


gee 


aac 


ate 


cet 


etc 


etc 


etc 


tac 


cet 


cag 


gae 


ggc 


cce 


ege 


age 


641 


Met 


Ala 


Asn 


He 


Pro 


Leu 


Leu 


Leu 


Tyr 


Pro 


Gin 


Asp 


Gly 


Pro 


Arg 


Ser 










175 










180 










185 








aag 


cce 


cag 


eca 


aag 


gat 


aat 


ggg 


gae 


gtt 


tgc 


cag 


gae 


tge 


att 


eag 


689 


Lys 


Pro 


Gin 


Pro 


Lys 


Asp 


Asn 


Gly Asp 


Val 


Cys 


Gin 


Asp 


Cys 


He 


Gin 








190 










195 










200 










atg 


gtg 


act 


gae 


ate 


eag 


act 


get 


gta 


egg 


ace 


aac 


tec 


ace 


ttt 


gte 


737 


Met 


Val 


Thr 


Asp 


He 


Gin 


Thr 


Ala 


Val 


Arg 


Thr 


Asn 


Ser 


Thr 


Phe 


Val 






205 










210 










215 












cag 


gee 


ttg 


gtg 


gaa 


cat 


gte 


aag 


gag 


gag 


tgt 


gae 


ege 


etg 


ggc 


cet 


785 


Gin 


Ala 


Leu 


Val 


Glu 


His 


Val 


Lys 


Glu 


Glu 


Cys 


Asp 


Arg 


Leu 


Gly 


Pro 




220 










225 










230 










235 




ggc 


atg 


gee 


gae 


ata 


tgc 


aag 


aac 


tat 


ate 


age 


cag 


tat 


tct 


gaa 


att 


833 


Gly 


Met 


Ala 


Asp 


He 


Cys 


Lys 


Asn 


Tyr 


He 


Ser 


Gin 


Tyr 


Ser 


Glu 


He 












240 










245 










250 






get 


ate 


cag 


atg 


atg 


atg 


eac 


atg 


eag 


gat 


eag 


caa 


cce 


aag 


gag 


ate 


881 


Ala 


He 


Gin 


Met 


Met 


Met 


His 


Met 


Gin 


Asp 


Gin 


Gin 


Pro 


Lys 


Glu 


He 










255 










260 










265 








tgt 


gcg 


etg 


gtt 


ggg 


ttc 


tgt 


gat 


gag 


gtg 


aaa 


gag 


atg 


cce 


atg 


eag 


929 


Cys 


Ala 


Leu 


Val 


Gly 


Phe 


Cys 


Asp 


Glu 


Val 


Lys 


Glu 


Met 


Pro 


Met 


Gin 








270 










275 










280 




• 






act 


etg 


gte 


cce 


gcc 


aaa 


gtg 


gee 


tee 


aag 


aat 


gte 


ate 


cet 


gee 


etg 


977 


Thr 


Leu 


Val 


Pro 


Ala 


Lys 


Val 


Ala 


Ser 


Lys 


Asn 


Val 


lie 


Pro 


Ala 


Leu 






285 










290 










295 












gaa 


etg 


gtg 


gag 


cce 


att 


aag 


aag 


eac 


gag 


gte 


eca 


gca 


aag 


tct 


gat 


1025 


Glu 


Leu 


Val 


Glu 


Pro 


He 


Lys 


Lys 


His 


Glu 


Val 


Pro 


Ala 


Lys 


Ser 


Asp 




300 










305 










310 










315 




gtt 


tac 


tgt 


gag 


gtg 


tgt 


gaa 


tte 


etg 


gtg 


aag 


gag 


gtg 


ace 


aag 


etg 


1073 


Val 


Tyr 


Cys 


Glu 


Val 


Cys 


Glu 


Phe 


Leu 


Val 


Lys 


Glu 


Val 


Thr 


Lys 


Leu 












320 










325 










330 






att 


gae 


aac 


aac 


aag 


act 


gag 


aaa 


gaa 


ata 


etc 


gae 


get 


ttt 


gae 


aaa 


1121 


He 


Asp 


Asn 


Asn 


Lys 


Thr 


Glu 


Lys 


Glu 


He 


Leu 


Asp 


Ala 


Phe 


Asp 


Lys 










335 










340 










345 








atg 


tgc 


teg 


aag 


etg 


eeg 


aag 


tee 


etg 


teg 


gaa 


gag 


tge 


eag 


gag 


gtg 


1169 


Met 


Cys 


Ser 


Lys 


Leu 


Pro 


Lys 


Ser 


Leu 


Ser 


Glu 


Glu 


Cys 


Gin 


Glu 


Val 








350 










355 










360 










gtg 


gae 


aeg 


tac 


ggc 


age 


tec 


ate 


etg 


tee 


ate 


etg 


etg 


gag 


gag 


gte 


1217 


Val 


Asp 


Thr 


Tyr Gly 


Ser 


Ser 


He 


Leu 


Ser 


He 


Leu 


Leu 


Glu 


Glu 


Val 






365 










370 










375 












age 


cet 


gag 


etg 


gtg 


tgc 


age 


atg 


etg 


eac 


etc 


tgc 


tct 


ggc 


aeg 


egg 


1265 


Ser 


Pro 


Glu 


Leu 


Val 


Cys 


Ser 


Met 


Leu 


His 


Leu 


Cys 


Ser 


Gly Thr Arg 




380 










385 










390 










395 




etg 


cet 


gca 


etg 


ace 


gtt 


eac 


gtg 


act 


cag 


eca 


aag 


gae 


ggt 


ggc 


tte 


■1313 


Leu 


Pro 


Ala 


Leu 


Thr 


Val 


His 


Val 


Thr 


Gin 


Pro 


Lys 


Asp 


Gly Gly 


Phe 
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400 405 410 

tgc gaa gtg tgc aag aag ctg gtg ggt tat ttg gat cgc aac ctg gag 13 61 
Cys Glu Val Cys Lys Lys Leu Val Gly Tyr Leu Asp Arg Asn Leu Glu 

415 420 425 

aaa aac age acc aag cag gag ate ctg get get ett gag aaa ggc tge 1409 
Lys Asn Ser Thr Lys Gin Glu lie Leu Ala Ala Leu Glu Lys Gly Cys 

430 435 440 

age ttc etg eea gac eet tae eag aag eag tgt gat cag ttt gtg gca 1457 
Ser Phe Leu Pro Asp Pro Tyr Gin Lys Gin Cys Asp Gin Phe Val Ala 

445 450 455 

gag tac gag cee gtg etg ate gag ate etg gtg gag gta tgg ate ett 1505 
Glu Tyr Glu Pro Val Leu lie Glu lie Leu Val Glu Val Trp lie Leu 
460 465 470 475 

eet teg tgt get tgaaaattgg agcctgcccc teggeeeata agceettgtt 1557 
Pro Ser Cys Ala 

gggaactgag aagtgtatat ggggcccaag ctactggtge cagaacacag agaeagcagc 1617 
ccagtgcaat gctgtegagc attgcaaacg ceatgtgtgg aaetaggagg aggaatattc 1677 
eatettggea gaaaeeaeag eattggtttt tttetacttg tgtgtetggg ggaatgaaeg 1737 
eacagatctg tttgaetttg ttataaaaat agggetccee caectccccc atttctgtgt 1797 
ectttattgt ageattgctg tctgeaaggg agcccctagc eeetggeaga catagetget 1857 
teagtgeeee ttttctctet getagatgga tgttgatgca etggaggtet tttageetge 1917 
ecttgeatgg cgcetgetgg aggaggagag agctctgctg geatgagcea eagtttcttg 1977 
actggaggec ateaaeeete ttggttgagg eettgttetg agccctgaca tgtgcttggg 2037 
caetggtggg cetgggette tgaggtggee teetgeeetg ateagggacc ctcccegett 2097 
tectgggeet ctcagttgaa caaagcagea aaacaaagge agttttatat gaaagattag 2157 
aagcetggaa taatcaggct ttttaaatga tgtaattcce aetgtaatag catagggatt 2217 
ttggaagcag ctgctggtgg cttgggacat cagtggggee aagggttctc tgtccctggt 2277 
tcaaetgtga tttggettte eegtgtettt eetggtgatg ccttgtttgg ggttetgtgg 2337 
gtttgggtgg gaagagggee atetgeetga atgtaacctg ctagetctee gaaggeeetg 2397 
cgggeetggc ttgtgtgagc gtgtggacag tggtggeege getgtgeetg ctcgtgttgc 2457 
ctacatgtcc ctggctgttg aggcgctget tcagcctgea eeccteeett gtctcataga 2517 
tgeteetttt gaecttttea aataaatatg gatggcgage teetaggeet ctggctteet 2577 
ggtagagggc ggcatgccga agggtctgct gggtgtggat tggatgctgg ggtgtggggg 2 637 
ttggaagetg tctgtggecc aettgggcae eeacgcttct gteeaettet ggttgecagg 2697 
agacagcaag caaagccagc aggacatgaa gttgctatta aatggaettc gtgatttttg 2757 
ttttgcaeta aagtttctgt gatttaaeaa taaaattctg ttageeaaaa aaaaaaaaaa 2817 
a 2818 

<210> 40 
<211> 479 
<212> PRT 

<213> Homo sapiens 
<400> 40 

Met Tyr Ala Leu Phe Leu Leu Ala Ser Leu Leu Gly Ala Ala Leu Ala 

15 10 15 

Gly Pro Val Leu Gly Leu Lys Glu Cys Thr Arg Gly Ser Ala Val Trp 

20 25 30 

Cys Gin Asn Val Lys Thr Ala Ser Asp Cys Gly Ala Val Lys His Cys 

35 . * 40 45 

Leu Gin Thr Val Trp Asn Lys Pro Thr Val Lys Ser Leu Pro Cys Asp 

50 55 60 

lie Cys Lys Asp Val Val Thr Ala Ala Gly Asp Met Leu Lys Asp Asn 
65 70 75 80 

Ala Thr Glu Glu Glu lie Leu Val Tyr Leu Glu Lys Thr Cys Asp Trp 
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Leu Pro Lys Pro 
100 

Tyr Leu Pro Val 
115 

Gly Glu Val Cys 
130 

Leu Ala Glu Leu 
145 

Glu Leu Asp Met 

Leu Leu Leu Tyr 
180 

Asp Asn Gly Asp 
195 

Gin Thr Ala Val 
210 

His Val Lys Glu 
225 

Cys Lys Asn Tyr 

Met His Met Gin 
260 

Phe Cys Asp Glu 
275 

Lys Val Ala Ser 
290 

lie Lys Lys His 
305 

Cys Glu Phe Leu 

Thr Glu Lys Glu 
340 

Pro Lys Ser Leu 
355 

Ser Ser lie Leu 
370 

Cys Ser Met Leu 
385 ■ 

Val His Val Thr 

Lys Leu Val Gly 
420 

Gin Glu lie Leu 
435 

Pro Tyr Gin Lys 
450 

Leu He Glu He 
465 



85 

Asn Met Ser Ala 

He Leu Asp He 
120 

Ser Ala Leu Asn 
135 

Asn His Gin Lys 
150 

Thr Glu Val Val 
165 

Pro Gin Asp Gly 

Val Cys Gin Asp 
200 

Arg Thr Asn Ser 
215 

Glu Cys Asp Arg 
230 

He Ser Gin Tyr 
245 

Asp Gin Gin Pro 

Val Lys Glu Met 
280 

Lys Asn Val He 
295 

Glu Val Pro Ala 
310 

Val Lys Glu Val 
325 

He Leu Asp Ala 

Ser Glu Glu Cys 
360 

Ser He Leu Leu 
375 

His Leu Cys Ser 
390 

Gin Pro Lys Asp 
405 

Tyr Leu Asp Arg 

Ala Ala Leu Glu 
440 

Gin Cys Asp Gin 
455 

Leu Val Glu Val 
470 



90 

Ser Cys Lys Glu 
105 

He Lys Gly Glu 

Leu Cys Glu Ser 
140 

Gin Leu Glu Ser 
155 

Ala Pro Phe Met 
170 

Pro Arg Ser Lys 
185 

Cys He Gin Met 

Thr Phe Val Gin 
220 

Leu Gly Pro Gly 
235 

Ser Glu He Ala 
250 

Lys Glu He Cys 
265 

Pro Met Gin Thr 

Pro Ala Leu Glu 
300 

Lys Ser Asp Val 
315 

Thr Lys Leu He 
330 

Phe Asp Lys Met 
345 

Gin Glu Val Val 

Glu Glu Val Ser 
380 

Gly Thr Arg Leu 
395 

Gly Gly Phe Cys 
410 

Asn Leu Glu Lys 
425 

Lys Gly Cys Ser 

Phe Val Ala Glu 
460 

Trp He Leu Pro 
475 



95 

He Val Asp Ser 
110 

Met Ser Arg Pro 
125 

Leu Gin Lys His 

Asn Lys He Pro 
160 

Ala Asn He Pro 
175 

Pro Gin Pro Lys 
190 

Val Thr Asp He 
205 

Ala Leu Val Glu 

Met Ala Asp He 
24 0 

He Gin Met Met 
255 

Ala Leu Val Gly 
270 

Leu Val Pro Ala 
285 

Leu Val Glu Pro 

Tyr. Cys Glu Val 
320 

Asp Asn Asn Lys 

. 335 
Cys Ser Lys Leu 
350 

Asp Thr Tyr Gly 
365 

Pro Glu Leu Val 

Pro Ala Leu Thr 
400 

Glu Val Cys Lys 
415 

Asn Ser Thr Lys 
430 

Phe Leu Pro Asp 
445 

Tyr Glu Pro Val 
Ser Cys Ala 



<210> 41 

<211> 770 

<212> DNA 

<213> Homo sapiens 
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<220> 

<221> 5'UTR 
<222> 1 . . 120 

<220> 
<221> CDS 
<222> 121. .546 

<220> 

<221> 3'UTR 
<222> 547 . . 770 

<220> 

<221> polyA_signal 
<222> 739. .744 

<220> 

<221> polyA_site 
<222> 755 . . 770 

<400> 41 

cttttcttgg gctctaagga cccaggagtc tgggtgcaca gcctccttct ctctgagatt 60 
caagagtctg atcagcagcc tcttcctcct ccaggaccca gaagccctga gcttatcccc 120 
atg gag etc tgc egg tec ctg gee ctg etg ggg ggc tec ctg gge etg 168 
Met Glu Leu Cys Arg Ser Leu Ala Leu Leu Gly Gly Ser Leu Gly Leu 

-35 -30 -25 

atg ttc tgc ctg att get ttg age ace gat tte tgg ttt gag get gtg 216 
Met Phe Cys Leu lie Ala Leu Ser Thr Asp Phe Trp Phe Glu Ala Val 

-20 -15 -10 

ggt ecc ace cae tea get eac teg gge etc tgg cea aca ggg eat ggg 264 
Gly Pro Thr His Ser Ala His Ser Gly Leu Trp Pro Thr Gly His Gly 
-5 15 10 

gae ate ata tea ggc cae gge eeg ett gte tea ace ace gea gee ttt 312 • 
Asp lie lie Ser Gly His Gly Pro Leu Val Ser Thr Thr Ala Ala Phe 

15 20 25 

get gca ggt aag gae tct gga ctg gae tgg ggc ate gcg age cag cga 3 60 
Ala Ala Gly Lys Asp Ser Gly Leu Asp Trp Gly lie Ala Ser Gin Arg 

30 35 40 

att ect gee gag gag ctg age cat etc tct tgt cct tgt ccc cag cca 408 
lie Pro Ala Glu Glu Leu Ser His Leu Ser Cys Pro Cys Pro Gin Pro 

45 50 55 

tct cca tgg tgg tgg cca tgg egg tgt aca cca gcg age ggt ggg ace 4 56 
Ser Pro Trp Trp Trp Pro Trp Arg Cys Thr Pro Ala Ser Gly Gly Thr 
60 65 70 75 

age etc eac ace ccc aga tec aga cct tct tct cct ggt cct tct ace 504 
Ser Leu His Thr Pro Arg Ser Arg Pro Ser Ser Pro Gly Pro Ser Thr 

80 85 90 

tgg get ggg tct cag eta tee tct tgc tct gta cag gtg ccc 546 
Trp Ala Gly Ser Gin Leu Ser Ser Cys Ser Val Gin Val Pro 

95 100 105 

tgagcctggg tgctcactgt ggcggtcccc gtcctggcta tgaaaccttg tgagcagaag 606 
gcaagagcgg caagatgagt tttgagcgtt gtattccaaa ggcetcatet ggagcctcgg 666 
gaaagtctgg tcccacatct geccgecctt ecagcectte cecagcecct cctcttgttt 726 
ettcattcat tcaacaaaat ttggctggaa aaaaaaaaaa aaaa 7 70 



J:\GEN\142.US05.REG\Sequence\SEQLIST-22Dec2003.doc/DNB/sl 



54 G-142US05REG 



<210> 42 
<211> 142 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> 1. .37 



<400> 42 
Met Glu Leu Cys 
-35 

Met Phe Cys Leu 
-20 

Gly Pro Thr His 
-5 

Asp lie lie Ser 
15 

Ala Ala Gly Lys 
30 

lie Pro Ala Glu 
45 

Ser Pro Trp Trp 
60 

Ser Leu His Thr 

Trp Ala Gly Ser 
95 



Arg Ser Leu Ala 
-30 

lie Ala Leu Ser 
-15 

Ser Ala His Ser 
1 

Gly His Gly Pro 

Asp Ser Gly Leu 
35 

Glu Leu Ser His 
50 

Trp Pro Trp Arg 
65 

Pro Arg Ser Arg 
80 

Gin Leu Ser Ser 



Leu Leu Gly Gly 

Thr Asp Phe Trp 
-10 

Gly Leu Trp Pro 
5 

Leu Val Ser Thr 
20 

Asp Trp Gly lie 

Leu Ser Cys Pro 
55 

Cys Thr Pro Ala 
70 

Pro . Ser Ser Pro 
85 

Cys Ser Val Gin 
100 



Ser Leu Gly Leu 
-25 

Phe Glu Ala Val 

Thr Gly His Gly 
10 

Thr Ala Ala Phe 
25 

Ala Ser Gin Arg 
40 

Cys Pro Gin Pro 

Ser Gly Gly Thr 
75 

Gly Pro Ser Thr 
90 

Val Pro 
105 



.<210> 43 
<211> 1340 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1. .135 



<220> 
<221> CDS 
<222> 136. .501 

<220> 

<221> 3'UTR 
<222> 502. .1340 

<220> 

<221> polyA_signal 
<222> 1232 . . 1237 

<220> 

<221> polyA_site 
<222> 1255 . . 1340 



<400> 43 
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ctcttttggg gttcttcctt tctctctcag ctctccgtct ctctttctct ctcagcctct 60 
ttctttctcc ctgtctcccc cactgtcagc acctcttctg tgtggtgagt ggaccgctta 120 
ccccactagg tgaag atg tea gcc cag gag age tge ete age cte ate aag 171 

Met Ser Ala Gin Glu Ser Cys Leu Ser Leu lie Lys 
1 . 5 10 

tac tte etc tte gtt tte aae ete ttc ttc ttc gtc etc ggc age etg 219 
Tyr Phe Leu Phe Val Phe Asn Leu Phe Phe Phe Val Leu Gly Ser Leu 

15 20 25 

ate tte tge tte gge ate tgg ate cte att gae aag aee age tte gtg 267 
lie Phe Cys Phe Gly lie Trp lie Leu lie Asp Lys Thr Ser Phe Val 

30 35 40 

tec ttt gtg gge ttg gee tte gtg eet etg eag ate tgg tec aaa gte 315 
Ser Phe Val Gly Leu Ala Phe Val Pro Leu Gin lie Trp Ser Lys Val 
45 50 55 60 

etg gee ate tea gga ate tte ace atg gge ate gcc ete etg ggt tgt 363 
Leu Ala lie Ser Gly lie Phe Thr Met Gly lie Ala Leu Leu Gly Cys 

65 70 75 

gtg 999 gcc etc aag gag etc cgc tge ete etg gge etg tat ttt ggg 411 
Val Gly Ala Leu Lys Glu Leu Arg Cys Leu Leu Gly Leu Tyr Phe Gly 

80 85 90 

atg etg etg ete etg ttt gee aca eag ate aee etg gga ate ete ate 459 
Met Leu Leu Leu Leu Phe Ala Thr Gin lie Thr Leu Gly lie Leu lie 

95 100 105 

tec act cag egg gcc age tgg age gaa get tge ggg aeg teg 501 
Ser Thr Gin Arg Ala Ser Trp Ser Glu Ala. Cys Gly Thr Ser 

110 115 120 

tagagaaaae eateeaaaag taeggeaeea aceecgagga gaecgeggee gaggagaget 561 
gggactatgt geagttecag ctgegctget geggctggea etaeeegeag gaetggttee 621 
aagtcctcat cetgagaggt aacgggtegg aggegeaeeg egtgeeetge teetgctaea 681 
aettgtegge gaecaaegac teeacaatee tagataaggt gatcttgece eageteagca 741 
ggettggaea eetggegcgg teeagaeaea gtgeagacat ctgcgetgte cetgeagaga 801 
geeaeateta eegegaggge tgegegeagg geetecagaa gtggctgcac aacaacetta 861 
tttceatagt gggcatttgc ctgggcgtcg gcctactega getegggtte atgaegctet 921 
egatatteet gtgeagaaae etggaeeaeg tetaeaaccg gctcgctcga taccgttagg 981 
ccccgceetc eccaaagtcc cgcecegcee eegtcacgtg cgctgggeae tteectgetg 1041 
eetgtaaata tttgtttaat eeeeagtteg eetggagccc tcctccttca cattcecctg 1101 
gggacceaeg tggctgegtg eeeetgctge tgtcaeetet eeeaegggae ctggggcttt 1161 
egteeacage tteetgteee eatetgtegg eetaeeaeca cccacaagat tatttttcac 1221 
ccaaacctca aataaatccc etgcgttttt ggtaaaaaaa aaaaaaaaaa aaaaaaaaaa 1281 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa amcaaaaaaa aaaaaaaaa 134 0 

<210> 44 
<211> 122 
<212> PRT 

<213> Homo sapiens 
<400> 44" 

Met Ser Ala Gin Glu Ser Cys Leu Ser Leu lie Lys Tyr Phe Leu Phe 

15 10 15 

Val Phe -Asn Leu Phe Phe Phe Val Leu Gly Ser Leu lie Phe Cys Phe 

20 25 30 

Gly lie Trp He Leu He Asp Lys Thr Ser Phe Val Ser Phe Val Gly 

35 40 45 

Leu Ala Phe Val Pro Leu Gin He Trp Ser Lys Val Leu Ala He Ser 
50 55 60 
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Gly lie Phe Thr Met Gly lie Ala Leu Leu Gly Cys Val Gly Ala Leu 
65 70 75 80 

Lys Glu Leu Arg Cys Leu Leu Gly Leu Tyr Phe Gly Met Leu Leu Leu 

85 90 95 

Leu Phe Ala Thr Gin lie Thr Leu Gly lie Leu lie Ser Thr Gin Arg 

100 105 110 

Ala Ser Trp Ser Glu Ala Cys Gly Thr Ser 
115 120 

<210> 45 

<211> 1999 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .117 

<220> 
<221> CDS 
<222> 118. .1632 

<220> 

<221> 3'UTR 
<222> 1633 . . 1999 

<220> 

<221> polyA_signal 
<222> 1937. .1942 

<220> 

<221> pclyA_site 
<222> 1956. .1999 

<400> 45 

aggtccgcct gggccagacg cgcgagcgca agcagcgggt tagtggtcgc gcgcccgacc 60 
tccgcagtcc cagccgagcc gcgacccttc cggccgtccc caccccacct cgccgcc 117 
atg cgc etc cgc cgc eta gcg ctg ttc ceg ggt gtg geg etg ctt ctt 165 
Met Arg Leu Arg Arg Leu Ala Leu Phe Pro Gly Val Ala Leu Leu Leu 

-20 -15 -10 

gcc gcg gee cgc etc gee get gee tec gac gtg eta gaa etc acg gac 213 
Ala Ala Ala Arg Leu Ala Ala Ala Ser Asp Val Leu Glu Leu Thr Asp 

-5 15 
gac aac ttc gag agt cgc ate tee gac acg ggc tet geg gge etc atg 261 
Asp Asn Phe- Glu aer Arg lie Ser Asp Thr Gly Ser Ala Gly Leu Met 

10 15 20 

etc gtc gag ttc ttc get ecc tgg tgt gga eae tge aag aga ctt gca 309 
Leu Val Glu Phe Phe Ala Pro Trp Cys Gly His Cys Lys Arg Leu Ala 
25 30 35 40 

eet gag tat gaa get gca get ace aga tta aaa gga ata gtc cea tta 357 
Pro Glu Tyr Glu Ala Ala Ala Thr Arg Leu Lys Gly lie Val Pro Leu 

45 50 55 

gea aag gtt gat tge act gee aac act aac ace tgt aat aaa tat gga 405 
Ala Lys Val Asp Cys Thr Ala Asn Thr Asn Thr Cys Asn Lys Tyr Gly 
60 65 70 
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gtc agt gga tat cca acc ctg aag ata ttt aga gat ggt gaa gaa gca 453 
Val Ser Gly Tyr Pro Thr Leu Lys lie Phe Arg Asp Gly Glu Glu Ala 

75 80 85 

ggt get tat gat gga cct agg act get gat gga att gtc age cac ttg 501 
Gly Ala Tyr Asp Gly Pro Arg Thr Ala Asp Gly lie Val Ser His Leu 

90 95 100 

aag aag cag gca gga cca get tea gtg cct etc agg act gag gaa gaa 549 
Lys Lys Gin Ala Gly Pro Ala Ser Val Pro Leu Arg Thr Glu Glu Glu 
105 110 115 120 

ttt aag aaa ttc att agt gat aaa gat gee tet ata gta ggt ttt tte 597 
Phe Lys Lys Phe lie Ser Asp Lys Asp Ala Ser lie Val Gly Phe Phe 

125 130 135 

gat gat tea tte agt gag get eae tec gag ttc eta aaa gea gcc age 645 
Asp Asp Ser Phe Ser Glu Ala His Ser Glu Phe Leu Lys Ala Ala Ser 

140 145 150 

aae ttg agg gat aae tac cga ttt gca cat acg aat gtt gag tet etg 693 
Asn Leu Arg Asp Asn Tyr Arg Phe Ala His Thr Asn Val Glu Ser. Leu 

155 160 165 

gtg aae gag tat gat gat aat gga gag ggt ate ate tta ttt cgt eet 741 
Val Asn Glu Tyr Asp Asp Asn Gly Glu Gly lie lie Leu Phe Arg Pro 

170 175 180 

tea cat etc act aae aag ttt gag gae aag act gtg gca tat aca gag 789 
Ser His Leu Thr Asn Lys Phe Glu Asp Lys Thr Val Ala Tyr Thr Glu 
185 190 195 200 

caa aaa atg acc agt ggc aaa att aaa aag ttt ate cag gaa aac att 837 
Gin Lys Met Thr Ser Gly Lys lie Lys Lys Phe lie Gin Glu Asn lie 

205 210 215 

ttt ggt ate tgc cct cac atg aca gaa gae aat aaa gat ttg ata cag 885 
Phe Gly lie Cys Pro His Met Thr Glu Asp Asn Lys Asp Leu lie Gin 

220 225 230 

ggc aag gae tta ett att get tae tat gat gtg gae tat gaa aag aae 933 
Gly Lys Asp Leu Leu lie Ala Tyr Tyr Asp Val Asp Tyr Glu Lys Asn 

235 240 245 

get aaa ggt tec aac tae agg aga aae agg gta atg atg gtg gca aag 981 
Ala Lys Gly Ser Asn Tyr Arg Arg Asn Arg Val Met Met Val Ala Lys 

250 255 260 

aaa ttc ctg gat get ggg cac aaa etc aac ttt get gta get age cgc 1029 
Lys Phe Leu Asp Ala Gly His Lys Leu Asn Phe Ala Val Ala Ser Arg 
265 270 275 280 

aaa ace ttt age cat gaa ctt tet gat ttt ggc ttg gag age act get 1077 
Lys Thr Phe Ser His Glu Leu Ser Asp Phe Gly Leu Glu Ser Thr Ala 

285 290 295 

gga gag att cct gtt gtt get ate aga act get aaa gga gag aag ttt 1125 
Gly Glu lie Pro Val Val Ala lie Arg Thr Ala Lys Gly Glu Lys Phe 

300 305 310 

gtc atg cag gag gag ttc teg cgt gat ggg aag get etg gag agg tte 1173 
Val Met Gin Glu Glu Phe Ser Arg Asp Gly Lys Ala Leu Glu Arg Phe 

315 320 325 

etg eag gat tae ttt gat ggc aat etg aag aga tae ctg aag tet gaa 1221 
Leu Gin Asp Tyr Phe Asp Gly Asn Leu Lys Arg Tyr Leu Lys Ser Glu 

330 335 340 

cct ate cca gag age aat gat ggg cct gtg aag gta gtg gta gca gag 1269 
Pro lie Pro Glu Ser Asn Asp Gly Pro Val Lys Val Val Val Ala Glu 
345 350 355 360 

aat ttt gat gaa ata gtg aat aat gaa aat aaa gat gtg ctg att gaa 1317 
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I 



58 



G-142US05REG 



Asn Phe Asp Glu lie Val Asn Asn Glu Asn Lys Asp Val Leu lie Glu 

365 370 375 

ttt tat gcc cct tgg tgt ggt cat tgt aag aac ctg gag ccc aag tat 
Phe Tyr Ala Pro Trp Cys Gly His Cys Lys Asn Leu Glu Pro Lys Tyr 

380 385 390 

aaa gaa ctt ggc gag aag etc age aaa gac eca aat ate gtc ata gee 
Lys Glu Leu Gly Glu Lys Leu Ser Lys Asp Pro Asn lie Val lie Ala 

395 400 405 

aag atg gat gcc aca gee aat gat gtg cct tct eca tat gaa gtc aga 
Lys Met Asp Ala Thr Ala Asn Asp Val Pro Ser Pro Tyr Glu Val Arg 

410 415 420 

ggt ttt cct acc ata tac tte tct eca gcc aac aag aag eta aat eca 
Gly Phe Pro Thr lie Tyr Phe Ser Pro Ala Asn Lys Lys Leu Asn Pro 
425 430 435 440 

aag aaa tat gaa ggt ggc cgt gaa tta agt gat ttt att age tat eta 
Lys Lys Tyr Glu Gly Gly Arg Glu Leu Ser Asp Phe lie Ser Tyr Leu 

445 450 455 

caa aga gaa get aca ate cec cct gta att caa gaa gaa aaa ccc aag 
Gin Arg Glu Ala Thr lie Pro Pro Val lie Gin Glu Glu Lys Pro Lys 

460 • 465 470 

aag aag aag aag gca cag gag gat etc taaagcagta gecaaacace 
Lys Lys Lys Lys Ala Gin Glu Asp Leu 

475 480 
actttgtaaa aggactette eateagagat gggaaaacca ttggggagga ctaggaeeca 
tatgggaatt attacctctc agggcegaga ggacagaatg gatataatet gaatcctgtt 
aaattttctc taaactgttt cttagctgca ctgtttatgg aaataceagg accagtttat 
gtttgtggtt ttgggaaaaa ttatttgtgt tgggggaaat gttgtggggg tggggttgag 
ttgggggtat tttctaattt tttttgtaea tttggaacag tgacaataaa tgagaeecct 
tttaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaawaaaa aaaaaaa 



1365 



1413 



1461 



1509 



1557 



1605 



1652 



1712 
1772 
1832 
1892 
1952 
1999 



<210> 46 

<211> 505 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> 1. .24 



<400> 46 



Met 


Arg 


Leu 


Arg 


Arg 


Leu 


Ala 


Leu 


Phe 


Pro 


Gly 


Val 


Ala 


Leu 


Leu 


Leu 










-20 










-15 










-10 




Ala 


Ala 


Ala 


Arg 


Leu 


Ala 


Ala 


Ala 


Ser 


Asp 


Val 


Leu 


Glu 


Leu 


Thr 


Asp 


Asp 


Asn 


Phe 


-5 
Glu 


Ser 


Arg 


lie 


Ser 


1 

Asp 


Thr 


Gly 


Ser 


5 

Ala 


Gly 


Leu 


Met 




10 










15 










20 










Leu 


Val 


Glu 


Phe 


Phe 


Ala 


Pro 


Trp 


Cys 


Gly 


His 


Cys 


Lys 


Arg 


Leu 


Ala 


25 










30 










35 










40 


Pro 


Glu 


Tyr 


Glu 


Ala 


Ala 


Ala 


Thr 


Arg 


Leu 


Lys 


Gly 


He 


Val 


Pro 


Leu 










45 










50 










55 




Ala 


Lys 


Val 


Asp 


Cys 


Thr 


Ala 


Asn 


Thr 


Asn 


Thr 


Cys 


Asn 


Lys 


Tyr 


Gly 








60 










65 










70 






Val 


Ser 


Gly 


Tyr 


Pro 


Thr 


Leu 


Lys 


He 


Phe 


Arg 


Asp 


Gly 


Glu 


Glu 


Ala 






75 










80 










85 








Gly 


Ala 


Tyr 


Asp 


Gly 


Pro 


Arg 


Thr 


Ala 


Asp 


Gly 


He 


Val 


Ser 


His 


Leu 
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59 G-142US05REG 



90 95 100 

Lys Lys Gin Ala Gly Pro Ala Ser Val Pro Leu Arg Thr Glu Glu Glu 
105 110 115 120 

Phe Lys Lys Phe lie Ser Asp Lys Asp Ala Ser lie Val Gly Phe Phe 

125 130 135 

Asp Asp Ser Phe Ser Glu Ala His Ser Glu Phe Leu Lys Ala Ala Ser 

140 145 150 

Asn Leu Arg Asp Asn Tyr Arg Phe Ala His Thr Asn Val Glu Ser Leu 

155 ■ • 160 165 

Val Asn Glu Tyr Asp Asp Asn Gly Glu Gly lie lie Leu Phe Arg Pro 

170 175 180 

Ser His Leu Thr Asn Lys Phe Glu Asp Lys Thr Val Ala Tyr Thr Glu 
185 190 195 200 

Gin Lys Met Thr Ser Gly Lys lie Lys Lys Phe lie Gin Glu Asn lie 

205 210 215 

Phe Gly lie Cys Pro His Met Thr Glu Asp Asn Lys Asp Leu lie Gin 

220 225 230 

Gly Lys Asp Leu Leu lie Ala Tyr Tyr Asp Val Asp Tyr Glu Lys Asn 

235 240 ' 245 

Ala Lys Gly Ser Asn Tyr Arg Arg Asn Arg Val Met Met Val Ala Lys 

250 255 260 

Lys Phe Leu Asp Ala Gly His Lys Leu Asn Phe Ala Val Ala Ser Arg 
265 270 275 280 

Lys Thr Phe Ser His Glu Leu . Ser Asp Phe. Gly Leu Glu Ser Thr Ala 

285 . 290 295 

Gly Glu lie Pro Val Val Ala lie Arg Thr Ala Lys Gly Glu Lys Phe 

300 305 310 

Val Met Gin Glu Glu Phe Ser Arg Asp Gly Lys Ala Leu Glu Arg Phe 

315 320 325 

Leu Gin Asp Tyr Phe Asp Gly Asn Leu Lys Arg Tyr Leu Lys Ser Glu 

330 335 340 

Pro lie Pro Glu Ser Asn Asp Gly Pro Val Lys Val Val Val Ala Glu 
345 350 355 360 

Asn Phe Asp Glu lie Val Asn Asn Glu Asn Lys Asp Val Leu lie Glu 

365 370 375 

Phe Tyr Ala Pro Trp Cys Gly His Cys Lys Asn Leu Glu Pro Lys Tyr 

380 385 390 

Lys Glu Leu Gly Glu Lys Leu Ser Lys Asp Pro Asn lie Val lie Ala 

395 400 405 

Lys Met Asp Ala Thr Ala Asn Asp Val Pro Ser Pro Tyr Glu Val Arg 

410 415 420 

Gly Phe Pro Thr lie Tyr Phe Ser Pro Ala Asn Lys Lys . Leu Asn Pro 
425 430 435 440 

Lys Lys Tyr Glu Gly Gly Arg Glu Leu Ser Asp Phe lie Ser Tyr Leu 

445 450 455 

Gin Arg Glu Ala Thr lie Pro Pro Val lie Gin Glu Glu Lys Pro Lys 

460 465 470 

Lys Lys Lys Lys Ala Gin Glu Asp Leu 
475 480 

<210> 47 
<211> 836 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> 5'UTR 
<222> 1. . 153 

<220> 
<221> CDS 
<222> 1-54 . . 546 

<220> 

<221> 3'UTR 
<222> 547 . . 836 

<220> 

<221> polyA_site 
<222> 722 . . 836 

<400> 47 

acccctccct ggcccccgcc tcccggactc ctgaccaaat gacccccccc ggcaggtgtt 60 
tcgcccgtgc cgggttcatg ctcacaagca gacagctcct ccgcctctga tgcagaattt 120 
gatgctgtgg ttggatattt agaggacatt ate atg gat gac gag ttc cag tta 174 

Met Asp Asp Glu Phe Gin Leu 

1 5 

tta cag aga aat ttc atg gac aag tac tac ctg gag ttt gaa gac aca 222 
Leu Gin Arg Asn Phe Met Asp Lys Tyr Tyr Leu Glu Phe Glu Asp Thr 

10 15 20 

gaa gag aat aaa etc ate tac aca eet att ttt aat gaa tac att tct 270 
Glu Glu Asn Lys Leu lie Tyr Thr Pro lie Phe Asn Glu Tyr lie Ser 

25 30 35 

ttg gta gaa aaa tac att gaa gaa cag ctg ctg cag egg att eet gag 318 
Leu Val Glu Lys Tyr lie Glu Glu Gin Leu Leu Gin Arg lie Pro Glu 
40 45 50 55 

ttc aac atg gea gee tte ace aea aca tta cag eae cat aag gat gaa 366 
Phe Asn Met Ala Ala Phe Thr Thr Thr Leu Gin His His Lys Asp Glu 

60 • 65 70 

gtg get ggt gac ata tte gac atg ctg etc ace ttc aca gat ttt ctg 414 
Val Ala Gly Asp lie Phe Asp Met Leu Leu Thr Phe Thr Asp Phe Leu 

75 80 85 

get ttt aaa gaa atg ttt ttg gae tac aga gea gaa aaa gaa ggc ega 462 
Ala Phe Lys Glu Met Phe Leu Asp Tyr Arg Ala Glu Lys Glu Gly Arg 

90 95 100 

gga ctg gac tta age agt ggc tta gtg gtg act tea ttg tge aaa tea 510 
Gly Leu Asp Leu Ser Ser Gly Leu Val Val Thr Ser Leu Cys Lys Ser 

105 110 115 

tct tct ctg cca get tec eag aac aat ctg egg eae taggteetac 556 
Ser Ser Leu Pro Ala Ser Gin Asn Asn Leu Arg His 
120 125 130 

cteeageeaa tgaatgggat eattctggat gtcaccagee caataggete agetcatgat 616 
gacagaacac atettggaaa gaetgaetet gttatgtaac tcttcattta tgttaagtat 676 
taataggtca aaaceaaaat gaectaaccc tcctggacct attteaaaaa aaaaaaaaaa 736 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 796 
aaaaaaaaaa aaaaaaaaaa aaaagaaaaa aaaaaaaaat 836 

<210> 48 
<211> 131 
<212> PRT 
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<213> Homo sapiens 
<400> 48 

Met Asp Asp Glu Phe Gin Leu Leu Gin Arg Asn Phe Met Asp Lys Tyr 

15 10 15 

Tyr Leu Glu Phe Glu Asp Thr Glu Glu Asn Lys Leu lie Tyr Thr Pro 

20 25 30 

lie Phe Asn Glu Tyr lie Ser Leu Val Glu Lys Tyr lie Glu Glu Gin 

35 40 45 

Leu Leu Gin Arg lie Pro Glu Phe Asn Met Ala Ala Phe Thr Thr Thr 

50 55 60 

Leu Gin His His Lys Asp Glu Val Ala Gly Asp lie Phe Asp Met Leu 
65 70 75 80 

Leu Thr- Phe Thr Asp Phe Leu Ala Phe Lys Glu Met Phe Leu Asp Tyr 

85 90 95 

Arg Ala Glu Lys Glu Gly Arg Gly Leu Asp Leu Ser Ser Gly Leu Val 

100 105 110 

Val Thr Ser Leu Cys Lys Ser Ser Ser Leu Pro Ala Ser Gin Asn Asn 

115 120 125 

Leu Arg His 
130 

<210> 49 
<211> 862 
<212> DNA 
<213>.Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .195 

<220> 
<221> CDS 
<222> 196 . . 708 

<220> 

<221> 3'UTR 
<222> 709. . 862 

<220> 

<221> polyA_site 
<222> 847 . . 862 

<400> 49 

ttcgcccctc ggagctggaa atgcagctat tgagatcttc gaatgctgcg gagctggagg 60 
cggaggcagc tggggaggtc cgagcgatgt gaccaggccg ccatcgctcg tctcttcctc 12 0 
tctcctgccg cctcctgtct cgtaaataac ttttttactc taaagaaaga aagacaaaag 180 
tagtcgtccg ccccc atg cat ccc ttc tac acc egg gcc gcc acc atg ata 231 

Met His Pro Phe Tyr Thr Arg Ala Ala Thr Met lie 

15 10 
ggc gag ate gcc gee gee gtg tec tte ate tee aag ttt etc ege ace 279 
Gly Glu lie Ala Ala Ala Val Ser Phe lie Ser Lys Phe Leu Arg Thr 

15 20 25 

aag ggg etc acg age gag ega cag etg cag acc ttc age eag age ctg 327 
Lys Gly Leu Thr Ser Glu Arg Gin Leu Gin Thr Phe Ser Gin Ser Leu 
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30 35 40 



cag 


gag 


ctg 


ctg 


gca 


gaa 


eat 


tat 


aaa 


eat 


cae 


tgg 


ttc 


cca 


gaa 


aag 


375 


Gin 


Glu 


Leu 


Leu 


Ala 


Glu 


His 


Tyr 


Lys 


His 


His 


Trp 


Phe 


Pro 


Glu 


Lys 




45 










50 










55 










60 




cca 


tgc 


aag 


gga 


teg 


ggt 


tac 


cgt 


tgt 


att 


cgc 


ate 


aac 


cat 


aaa 


atg 


423 


Pro 


Cys 


Lys 


Gly 


Ser 


Gly 


Tyr 


Arg 


Cys 


He 


Arg 


He 


Asn 


His 


Lys 


Met 












65 










70 










75 






gat 


cct 


ctg 


att 


gga 


cag 


gca 


gca 


cag 


egg 


att 


gga 


ctg 


age 


agt 


cag 


471 


Asp 


Pro 


Leu 


He 


Gly 


Gin 


Ala 


Ala 


Gin 


Arg 


He 


Gly Leu 


Ser 


Ser 


Gin 










80 










85 










90 








gag 


ctg 


ttc 


agg 


ctt 


etc 


cca 


agt 


gaa 


etc 


aca 


etc 


tgg 


gtt 


gac 


cce 


519 


Glu 


Leu 


Phe 


Arg 


Leu 


Leu 


Pro 


Ser 


Glu 


Leu 


Thr 


Leu 


Trp 


Val 


Asp 


Pro 








95 










100 










105 










tat 


gaa 


gtg 


tec 


tac 


aga 


att 


gga 


gag 


gat 


ggc 


tee 


ate 


tgt 


gtg 


ctg 


567 


Tyr 


Glu 


Val 


Ser 


Tyr 


Arg 


He 


Gly Glu Asp 


Gly 


Ser 


He 


Cys 


Val 


Leu 






110 










115 










120 












tat 


gaa 


gcc 


tea 


eea 


gca 


gga 


ggt 


age 


act 


caa 


aac 


age 


ace 


aac 


gtg 


615 


Tyr 


Glu 


Ala 


Ser 


Pro 


Ala 


Gly 


Gly 


Ser 


Thr 


Gin 


Asn 


Ser 


Thr 


Asn 


Val 




125 










130 










135 










140 




caa 


atg 


gta 


gac 


age 


cga 


ate 


age 


tgt 


aag 


gag 


gaa 


ett 


etc 


ttg 


ggc 


663 


Gin 


Met 


Val 


Asp 


Ser 


Arg 


He 


Ser 


Cys 


Lys 


Glu 


Glu 


Leu 


Leu 


Leu 


Gly 












14 5 










150 










155 






aga 


acg 


age 


ect 


tee 


aaa 


aac 


tac 


aat 


atg 


atg 


act 


gta 


tea 


agt 




708 


Arg 


Thr 


Ser 


Pro 


Ser 


Lys 


Asn 


Tyr 


Asn 


Met 


Met 


Thr 


Val 


Ser 


Ser 







160 165 170 



taagatatag tctgtggatg gatcatctga tgatgatgga taaatttgat ttttgctttg 768 
ggtgggetee tettggggat ggattatgga atttaaacca tgteacagct gtgaagatet 828 
ggcacaagat agaatggcaa aaaaaaaaaa aaaa 362 

<210> 50 
<211> 171 
<212> PRT 

<213> Homo sapiens 



<400> 50 



Met 


His 


Pro 


Phe 


Tyr 


Thr 


Arg 


Ala 


Ala 


Thr 


Met 


He 


Gly Glu 


He 


Ala 


1 








5 










10 










15 




Ala 


Ala 


Val 


Ser 


Phe 


He 


Ser 


Lys 


Phe 


Leu 


Arg 


Thr 


Lys 


Gly 


Leu 


Thr 








20 










25 










30 






Ser 


Glu 


Arg 


Gin 


Leu 


Gin 


Thr 


Phe 


Ser 


Gin 


Ser 


Leu 


Gin 


Glu 


Leu 


Leu 






35 










40 










45 








Ala 


Glu 


His 


Tyr 


Lys 


His 


His 


Trp 


Phe 


Pro 


Glu 


Lys 


Pro 


Cys 


Lys 


Gly 




50 










55 










60 










Ser 


Gly 


Tyr 


Arg 


Cys 


He 


Arg 


He 


Asn 


His 


Lys 


Met 


Asp 


Pro 


Leu 


He 


65 










70 










75 










80 


Gly 


Gin 


Ala 


Ala 


Gin 


Arg 


He 


Gly 


Leu 


Ser 


Ser 


Gin 


Glu 


Leu 


Phe 


Arg 










85 










90 










95 




Leu 


Leu 


Pro 


Ser 


Glu 


Leu 


Thr 


Leu 


Trp 


Val 


Asp 


Pro 


Tyr 


Glu 


Val 


Ser 








100 










105 










110 






Tyr 


Arg 


He 


Gly 


Glu 


Asp 


Gly 


Ser 


He 


Cys 


Val 


Leu 


Tyr 


Glu 


Ala 


Ser 






115 










120 










125 








Pro 


Ala 


Gly 


Gly 


Ser 


Thr 


Gin 


Asn 


Ser 


Thr 


Asn 


Val 


Gin 


Met 


Val 


Asp 




130 










135 










140 










Ser 


Arg 


He 


Ser 


Cys 


Lys 


Glu 


Glu 


Leu 


Leu 


Leu 


Gly Arg Thr 


Ser 


Pro 


145 










150 










155 










160 
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Ser Lys Asn Tyr Asn Met Met Thr Val Ser Ser 

165 170 

<210> 51 

<211> 947 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1. .61 

<220> 
<221> CDS 
<222> 62. .778 

<220> 

<221> 3'UTR 
<222> 779. . 947 

<220> 

<221> poIyA_signal- 
<222> 912 . . 917 

<220> 

<221> polyA_site 
<222> 932 . . 947 

<400> 51 

gaggaaagag tcatcagagg gatcagcagc tccagggaag gcctggctgc cccgcttcta 60 
a atg cca etc ccc etc cca tea gcg ttc gtg ctg tea gee ttg eag ect 109 
Met Pro Leu Fro Leu Pro Ser Ala Phe Val Leu Ser Ala Leu Gin Pro 
-20 -15 -10 

tet cct act cat tec age tee aat ace cag egg ctg cca gac ega gtg 157 
Ser Pro Thr His Ser Ser Ser Asn Thr Gin Arg Leu Pro Asp Arg Val 
-5 15 10 

ace ggc ggc ttc tea gtg aat gga eag etc att ggc aac aag gcc agg 2 05 
Thr Gly Gly Phe Ser Val Asn Gly Gin Leu lie Gly Asn Lys Ala Arg 

15 20 25 

age ect ggg cag cat gac ggc aeg tae tte ggg egg ctg gga ate gca 253 
Ser Pro Gly Gin His Asp Gly Thr Tyr Phe Gly Arg Leu Gly lie Ala 

30 35 40 

aac ect gcc acg gac ttt cag ttg gaa gtg act cct cag aac att acg 301 
Asn Pro Ala Thr Asp Phe Gin Leu Glu Val Thr Pro Gin Asn lie Thr 

45 50 55 

ctg aac eee ggc ttt ggt ggg cct gtg ttt tec tgg agg gac eaa get 34 9 
Leu Asn Pro Gly Phe Gly Gly Pro Val Phe Ser Trp Arg Asp Gin Ala 
60 65 70 75 

gtg ctg egg cag gac ggg gtg gtg gtg acc ate aae aag aag agg aac 3 97 
Val Leu Arg Gin Asp Gly Val Val Val Thr lie Asn Lys Lys Arg Asn 

80 85 90 

ctg gtg gtg tct gtg gac gac ggt ggc acc ttt gag gtt gtt ttg cac 445 
Leu Val Val Ser Val Asp Asp Gly Gly Thr Phe Glu Val Val Leu His 

95 100 105 

cga gtg tgg aag ggg age teg gtc cac eag gac ttc ctg ggc ttc tat 4 93 
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64 G-142US05REG 

Arg Val Trp Lys Gly Ser Ser Val His Gin Asp Phe Leu Gly Phe Tyr 

110 115 120 

gtg ctg gac agt cat egg atg tea gcc egg acg cac ggg ctg ctg ggg 541 
Val Leu Asp Ser His Arg Met Ser Ala Arg Thr His Gly Leu Leu Gly 

125 130 135 

caa ttt ttc cac ccc ate ggt ttt gaa gtg tct gae ate cac cea ggc 589 
Gin Phe Phe His Pro lie Gly Phe Glu Val Ser Asp lie His Pro Gly 
140 145 150 155 

tct gae ccc aca aag cea gat gcc acg atg gtg gtg agg aac cgc egg 637 
Ser Asp Pro Thr Lys Pro Asp Ala Thr Met Val Val Arg Asn Arg Arg 

160 165 170 

etc acg gte ace agg ggt ttg caa aaa gac tac age aag gac ccg tgg 685 
Leu Thr Val Thr Arg Gly Leu Gin Lys Asp Tyr Ser Lys Asp Pro Trp 

175 180 185 

cat ggg gcc gag gtg tee tge tgg ttc att cac aac aat ggg get gga 733 
His Gly Ala Glu Val Ser Cys Trp Phe lie His Asn Asn Gly Ala Gly 

190 195 200 

etc ate gat ggt gcc tac act gat tat ate gte ccc gac ate ttc 778 
Leu lie Asp Gly Ala Tyr Thr Asp Tyr lie Val Pro Asp lie Phe 

205 210 215 

tgageectet ggccagcacg cctgtcctcc cceggggcea aggeagagga ggaggaegae .83 8 
ateetgaect gctgctgagg ctgtacctcc ttgactaagc tggtteettg tgtcaaagea 898 
cctcatgcet teeattaaag agaggeegtg tecaaaaaaa aaaaaaaaa 947 

<210> 52 
<211> 239 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1. .21 

<400> 52 

Met Pro Leu Pro Leu Pro Ser Ala Phe Val Leu Ser Ala Leu Gin Pro 

-20 -15 -10 

Ser Pro Thr His Ser Ser Ser Asn Thr Gin Arg Leu Pro Asp Arg Val 
-5 15 10 

Thr Gly Gly Phe Ser Val Asn Gly Gin Leu lie Gly Asn Lys Ala Arg 

15 20 25 

Ser Pro Gly Gin His Asp Gly Thr Tyr Phe Gly Arg Leu Gly lie Ala 

30 35 40 

Asn Pro Ala Thr Asp Phe Gin Leu Glu Val Thr Pro Gin Asn lie Thr 

45 50 55 

Leu Asn Pro Gly Phe Gly Gly Pro Val Phe Ser Trp Arg Asp Gin Ala 
60 65 70 75 

Val Leu Arg Gin Asp Gly Val Val Val Thr lie Asn Lys Lys Arg Asn 

80 85 90 

Leu Val Val Ser Val Asp Asp Gly Gly Thr Phe Glu Val Val Leu His 

95 100 105 

Arg Val Trp Lys Gly Ser Ser Val His Gin Asp Phe Leu Gly Phe Tyr 

110 115 120 

Val Leu Asp Ser His Arg Met Ser Ala Arg Thr His Gly Leu Leu Gly 

125 130 135 

Gin Phe Phe His Pro lie Gly Phe Glu Val Ser Asp lie His Pro Gly 
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140 145 150 155 

Ser Asp Pro Thr Lys Pro Asp Ala Thr Met Val Val Arg Asn Arg Arg 

160 165 170 

Leu Thr Val Thr Arg Gly Leu Gin Lys Asp Tyr Ser Lys Asp Pro Trp 

175 180 185 

His Gly Ala Glu Val Ser Cys Trp Phe lie His Asn Asn Gly Ala Gly 

190 195 200 

Leu lie Asp Gly Ala Tyr Thr Asp Tyr He Val Pro Asp He Phe 
205 210 215 

<210> 53 

<211> 23 

<212> PRT 

<213> Homo sapiens 

<400> 53 

Val Met Ala Leu lie Leu Leu He Leu Cys Val Gly Met Val Val Gly 
15 10 15 

Leu Val Ala Leu Gly He Trp 
20 

<210> 54 

<211>' 90 

<212> PRT 

<213> Homo sapiens 

<400> 54 

Gin Tyr Cys Thr Asp Met Asn Ala Thr Leu Leu Lys He Asp Asn Arg 

15 10 15 

Asn He Val Glu Tyr He Lys Ala Arg Thr His Leu He Arg Trp Val 

20 25 30 

Gly Leu Ser Arg Gin Lys Ser Asn Glu Val Trp Lys Trp Glu Asp Gly 

35 40 45 

Ser Val He Ser Glu Asn Met Phe Glu Phe Leu Glu Asp Gly Lys Gly 

50 55 . 60 

Asn Met Asn Cys Ala Tyr Phe His Asn Gly Lys Met His Pro Thr Phe 
65 70 75 80 

Cys Glu Asn Lys His Tyr Leu Met Cys Glu 

85 90 

<210> 55 

<211> 20 

<212> PRT 

<213> Homo sapiens 

<400> 55 

Arg His Asn Leu Thr Trp Glu Glu Ser Lys Gin Tyr Cys Thr Asp Met 
15 10 15 

Asn Ala Thr Leu 
20 

<210> 56 

<211> 50 

<212> PRT 

<213> Homo sapiens 
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<400> 56 

Met Val Gin Leu His Gin Asp Thr Asp Pro Gin lie Pro Lys Gly Gin 

1 5 10 15 

Pro Cys Thr Leu Asn Ser Ser Glu Gly Gly Ala Arg Pro Ala Val Pro 

20 25 30 

His Thr Leu Phe Ser Ser Ala Leu Asp Arg Trp Leu His Asn Asp Ser 
35 40 45 

Phe He 
50 

<210> 57 

<211> 12 

<212> PRT 

<213> Homo sapiens 

<400> 57 

His Glu Leu Gly His Asn Leu Gly Met Gin His Asp 
15 10 

<210> 58 

<211> 9 

<212> PRT 

<213> Homo sapiens 

<400> 58 

Glu Glu Gly Glu Glu Cys Asp Cys Gly 
1 5 

<210> 59 

<211> 17 

<212> PRT 

<213> Homo sapiens 

<400> 59 

Gin Leu His Gin Asp Thr Asp Pro Gin He Pro Lys Gly Gin Pro Cys 
1 5 10 15 

Thr 

<210> 60 

<211> 9 

<212> PRT 

<213 > Homo sapiens 

<400> 60 

Leu Asn Ser Ser Glu Gly Gly Ala Arg 
1 5 

<210> 61 

<211> 21 

<212> PRT 

<213 > Homo sapiens 

<400> 61 

Cys Ser Ser Gly Leu Gin Ala Val Ala Ser He Ala Gly Trp Ser Pro 
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15 10 15 

Cys Pro Trp Leu Thr 
20 

<210> 62 

<211> 121 

<212> PRT 

<213> Homo sapiens 

<400> 62 

Ala Pro Gin Ala Ser Ala Ala Asp Val Val Val Val His Gly Arg Arg 

15 10 15 

Thr Ala lie Cys Arg Ala Gly Arg Gly Gly Phe Lys Asp Thr Thr Pro 

20 25 30 

Asp Glu Leu Leu Ser Ala Val Met Thr Ala Val Leu Lys Asp Val Asn 

35 40 45 

Leu Arg Pro Glu Gin Leu Gly Asp lie Cys Val Gly Asn Val Leu Gin 

50 55 60 

Pro Gly Ala Gly Ala lie Met Ala Arg lie Ala Gin Phe Leu Ser Asp 
65 70 75 80 

lie Pro Glu Thr Val Pro Leu Ser Thr Val Asn Arg Gin Cys Ser Ser 

85 90 95 

Gly Leu Gin Ala Val Ala Ser lie Ala Gly Trp Ser Pro Cys Pro Trp 

100 105 110 

Leu Thr Glu Gly Thr Leu Glu lie Leu 
115 120 

<210> 63 

<211> 23 

<212> PRT 

<213> Homo sapiens 

<400> 63 

Met Pro Phe Ser His Leu Ser Thr Tyr Ser Leu Val Trp Val Met Ala 
1 5 10 15 

Ala Val Val Leu Cys Thr Ala 
20 

<210> 64 

<211> 23 

<212> PRT 

<213> Homo sapiens 

<400> 64 

Val Pro Leu Leu Leu Ser lie Val Ser Leu Val lie Leu Leu Val Leu 
1 5 10 15 

lie Ser lie Leu Leu Tyr Trp 
20 

<210> 65 

<211> 78 

<212> PRT 

<213> Homo sapiens 

<400> 65 
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Thr Ala Ser Leu Lys Cys Ser Leu Gin Asn Ala Gin Glu Ala Leu lie 

15 10 15 

Val Thr Trp Gin Lys Lys Lys Ala Val Ser Pro Glu Asn Met Val Thr 

20 25 30 

Phe Ser Glu Asn His Gly Val Val lie Gin Pro Ala Tyr Lys Asp Lys 

35 40 45 

lie Asn lie Thr Gin Leu Gly Leu Gin Asn Ser Thr lie Thr Phe Trp 

50 55 60 

Asn lie Thr Leu Glu Asp Glu Gly Cys Tyr Met Cys Leu Phe 
65 70 75 

<210> 66 

<211> 64 

<212> PRT 

<213> Homo sapiens 

<400> 66 

Glu Asp His Leu Asn lie Thr Cys Ser Ala Thr Ala Arg Pro Ala Pro 

15 10 15 

Met Val Phe Trp Lys Val Pro Arg Ser Gly lie Glu Asn Ser Thr Val 

20 25 30 

Thr Leu Ser His Pro Asn Gly Thr Thr Ser Val Thr Ser lie Leu His 

35 40 45 

lie Lys Asp Pro Lys Asn Gin Val Gly Lys. Glu Val lie Cys Gin Val 
50 55 60 

<210> 67 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 67 

Leu Gin Gly Ala lie Phe Val Leu Leu Pro His Leu Gly Pro lie Leu 
1 5 10 15 

Val Trp Leu Phe Thr 
20 

<210> 68 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 68 

Val Leu Leu Leu Val Gin Thr Ala lie Tyr Ser Val Val Gly Tyr Ala 
15 10 15 

Ser Tyr Leu Val Trp 
20 

<210> 69 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 69 

Gly Leu Tyr Ala Asp Gin Leu Thr lie Ser Trp Thr Val Leu Val Leu 



J:\GEN\142.US05.REG\Sequence\SEQUST-22Dec2003.doc/DNB/s] 



69 • G-142US05REG 



15 10 15 

Phe Phe Thr Val His 
20 

<210> 70 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 70 

Gly Leu Ala Leu Leu His Leu Leu Leu Leu Tyr Gly Leu Val Val Ser 
1 5 10 15 

Thr Ala Leu 11^ Trp 
20 

<210> 71 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 71 

Leu Ala Ala Leu Leu Leu Leu Pro Tyr Leu Ala Trp Leu Thr Val Thr 
15 10 15 

Ser Ala Leu Thr Tyr 
20 

<210> 72 

<211> 11 

<212> PRT 

<213> Homo sapiens 

<400> 72 

Val Thr Ser Ala Leu Thr Tyr His Leu Trp Arg 
15 10 

<210> 73 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 73 

Leu Tyr Ala Val Gin Leu Thr lie Ser Trp Thr Val Leu Val Leu Phe 
15 10 15 

Phe Thr Val His Asn 
20 

<210> 74 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 74 

Leu Ala Leu Leu His Leu Leu Leu Leu Tyr Gly Leu Val Val Ser Thr 
15 10 15 

Ala Leu lie Trp His 
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20 

<210> 75 

<211> 99 

<212> PRT 

<213> Homo sapiens 

<400> 75 

Leu Leu His Asn His Leu Thr Val Arg Val lie Glu Ala Arg Asp Leu 

15 10 15 

Pro Pro Pro lie Ser His Asp Gly Ser Arg Gin Asp Met Ala His Ser 

20 25 30 

Asn Pro Tyr Val Lys lie Cys Leu Leu Pro Asp Gin Lys Asn Ser Lys 

35 40 45 

Gin Thr Gly Val Lys Arg Lys Thr Gin Lys Pro Val Phe Glu Glu Arg 

50 55 60 

Tyr Thr Phe Glu lie Pro Phe Leu Glu Ala Gin Arg Arg Thr Leu Leu 
65 70 75 80 

Leu Thr Val Val Asp Phe Asp Lys Phe Ser Arg His Cys Val lie Gly 

85 90 95 

Lys Val Ser 

<210> 76 

<211> 93 

<212> PRT 

<213> Homo sapiens 

<400> 76 

Gly Arg Leu Asn Val Asp Val lie Arg Ala Lys Gin Leu Leu Gin Thr 

15 10 15 

Asp Val Ser Gin Gly Ser Asp Pro Phe Val Lys lie Gin Leu Val His 

20 25 30 

Gly Leu Lys Leu Val Lys Thr Lys Lys Thr Ser Phe Leu Arg Gly Thr 

35 40 45 

lie Asp Pro Phe Tyr Asn Glu Ser Phe Ser Phe Lys Val Pro Gin Glu 

50 55 60 

Glu Leu Glu Asn Ala Ser Leu Val Phe Thr Val Phe Gly His Asn Met 
65 70 75 80 

Lys Ser Ser Asn Asp Phe lie Gly Arg lie Val lie Gly 

85 90 

<210> 77 

<211> 64 

<212> PRT 

<213> Homo sapiens 

<400> 77 

Ala Gin Glu Pro Thr Gly Asn Asn Ala Glu lie Cys Leu Leu Pro Leu 

1 5 ' 10 15 

Asp Tyr Gly Pro Cys Arg Ala Leu Leu Leu Arg Tyr Tyr Tyr Asp Arg 

20 25 30 

Tyr Thr Gin Ser Cys Arg Gin Phe Leu Tyr Gly Gly Cys Glu Gly Asn 

35 40 45 

Ala Asn Asn Phe Tyr Thr Trp Glu Ala Cys Asp Asp Leu Ala Gly Gly 
50 55 60 
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<210> 78 

<211> 24 

<212> PRT 

<213> Homo sapiens 

<400> 78 

Met Asp Pro Ala Arg Pro Leu Gly Leu Ser lie Leu Leu Leu Phe Leu 
15 10 15 

Thr Glu Ala Ala Leu Gly Asp Ala 
20 

<210> 79 

<211> 51 

<212> PRT 

<213> Homo sapiens 

<400> 79 

Cys Leu Leu Pro Leu Asp Tyr Gly Pro Cys Arg Ala Leu Leu Leu Arg 

15 10 15 

Tyr Tyr Tyr Asp Arg Tyr Thr Gin Ser Cys Arg Gin Phe Leu Tyr Gly 

20 25 30 

Gly Cys Glu Gly Asn Ala Asn Asn Phe Tyr Thr Trp Glu Ala Cys Asp 

35 40 45 

Asp Leu Ala 
50 

<210> 80 

<211> 248 

<212> PRT 

<213> Homo sapiens 



<400> ! 


30 




























Met 


Ala 


Ala 


Val 


Leu 


Thr 


Trp 


Ala 


Leu 


Ala 


Leu 


Leu 


Ser 


Ala 


Phe 


Ser 


1 








5 










10 










15 




Ala 


Thr 


Gin 


Ala 


Arg 


Lys 


Gly 


Phe 


Trp 


Asp 


Tyr 


Phe 


Ser 


Gin 


Thr 


Ser 








20 










25 










30 • 






Gly 


Asp 


Lys 


Gly 


Arg 


Val 


Glu 


Gin 


He 


His 


Gin 


Gin 


Lys 


Met 


Ala 


Arg 






35 










40 










45 








Glu 


Pro 


Ala 


Thr 


Leu 


Lys 


Asp 


Ser 


Leu 


Glu 


Gin 


Asp 


Leu 


Asn 


Asn 


Met 




50 










55 










60 










Asn 


Lys 


Phe 


Leu 


Glu 


Lys 


Leu 


Arg 


Pro 


Leu 


Ser 


Gly 


Ser 


Glu 


Ala 


Pro 


65 










70 










75 










80 


Arg 


Leu 


Pro 


Gin 


Asp 


Pro 


Val 


Gly Met 


Arg 


Arg 


Gin 


Leu 


Gin 


Glu 


Glu 










85 










90 










95 




Leu 


Glu 


Glu 


Val 


Lys 


Ala 


Arg 


Leu 


Gin 


Pro 


Tyr 


Met 


Ala 


Glu 


Ala 


His 








100 










105 










110 






Glu 


Leu 


Val 


Gly 


Trp 


Asn 


Leu 


Glu 


Gly 


Leu 


Arg 


Gin 


Gin 


Leu 


Lys 


Pro 






115 










120 










125 








Tyr 


Thr 


Met 


Asp 


Leu 


Met 


Glu 


Gin 


Val 


Ala 


Leu 


Arg 


Val 


Gin 


Glu 


Leu 




130 










135 










140 










Gin 


Glu 


Gin 


Leu 


Arg 


Val 


Val 


Gly Glu Asp 


Thr 


Lys 


Ala 


Gin 


Leu 


Leu 


145 










150 










155 










160 


Gly 


Gly 


Val 


Asp 


Glu 


Ala 


Trp 


Ala 


Leu 


Leu Gin Gly Leu Gin 


Ser 


Arg 










165 










170 










175 




Val 


Val 


His 


His 


Thr Gly Arg 


Phe 


Lys 


Glu 


Leu 


Phe 


His 


Pro 


Tyr 


Ala 
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180 185 190 

Glu Ser Leu Val Ser Gly He Gly Arg His Val Gin Glu Leu His Arg 

195 200 205 

Ser Val Ala Pro His Ala Pro Ala Ser Pro Ala Arg Leu Ser Arg Cys 

210 215 220 

Val Gin Val Leu Ser Arg Lys Leu Thr Leu Lys Ala Lys Ala Leu His 
225 230 235 240 

A.la Arg He Gin Gin Asn Leu Asp 

245 

<210> 81 

<211> 107 

<212> PRT 

<213> Homo sapiens 

<400> 81 

Phe Lys Thr Leu Gin Arg Asn Gly Leu Met Leu His Thr Gly Lys Ser 

1 5 10 15 

Ala Asp Tyr Val Asn Leu Ala Leu Lys Asn Gly Ala Val Ser Leu Val 

20 25 30 

He Asn Leu Gly Ser Gly Ala Phe Glu Ala Leu Val Glu Pro Val Asn 

35 40 45 

Gly Lys Phe Asn Asp Asn Ala Trp His Asp Val Lys Val Thr Arg Asn 

50 55 60 

Leu Arg Gin Val Thr He Ser Val Asp Gly He Leu Thr Thr Thr Gly 
65 70 75 30 

Tyr Thr Gin Glu Asp Tyr Thr Met Leu Gly Ser Asp Asp Phe Phe Tyr 

85 90 95 

Val Gly Gly Ser Pro Ser Thr Ala Asp Leu Pro 
100 105 

<210> 82 

<211> 35 

<212> PRT 

<213> Homo sapiens 

<400> 82 

Val Met Ser Phe Arg Val Ser Asp Leu Gin Met Leu Leu Gly Phe Val 
15 10 15 

Gly Arg Ser Lys Ser Gly Leu Lys His Glu Leu Val Thr Arg Ala Leu 
20 25 30 

Gin Leu Val 
35 

<210> 83 

<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 83 

Val Ser Leu He Cys Pro Leu Val Lys Met Arg Leu Ser Val Pro Cys 

15 10 15 

Arg Ala Glu Thr Cys Ala His Leu Gin Cys Phe Asp Ala Val Phe Tyr 

20 25 30 

Leu Gin Met Asn Glu Lys Glu Thr Cys Ala His Leu Gin Cys Phe Asp 
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35 40 45 

Ala Val Phe Tyr Leu Gin Met Asn Glu Lys 
50 55 

<210> 84 

<211> 18 

<212> PRT 

<213> Homo sapiens 

<400> 84 

Met Leu Leu Leu Ser Leu Thr Leu Ser Leu Val Leu Leu Gly Ser Ser 
15 10 15 

Trp Gly 

<210> 85 

<211> 10 

<212> PRT 

<213> Homo sapiens 

<400> 85 

Ser Leu Gin Asp Ser Ser Asp Phe His Phe 
1 5 .10 

<210> 36 

<211> 23 

<212> PRT 

<213> Homo sapiens 

<400> 86 

Met He Pro Thr Phe Thr Ala Leu Leu Cys Leu Gly Leu Ser Leu Gly 
1 5 10 . 15 

Pro Arg Thr His Met Gin Ala 
20 

<210> 87 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 87 

Val Leu He Gly Val Leu Val Val Ser He Leu Leu Leu Ser Leu Leu 
1 5 10 15 

Leu Phe Leu Leu Leu 
20 

<210> 88 

<211> 424 

<212> PRT 

<213> Homo sapiens 

<400> 88 

Gly Pro Leu Pro Lys Pro Thr Leu Trp Ala Glu Pro Gly Ser Val He 
1 • 5 10 ' 15 

Ser Trp Gly Asn Ser Val Thr He Trp Cys Gin Gly Thr Leu Glu Ala 
20 25 30 
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Arg 


Glu 


Tyr 


Arg 


Leu 


Asp 


Lys 


Glu 


Glu 


Ser 


Pro 


Ala 


Pro 


Trp 


Asp 


Arg 






35 










40 










45 








Gin 


Asn 


Pro 


Leu 


Glu 


Pro 


Lys 


Asn 


Lys 


Ala 


Arg 


Phe 


Ser 


He 


Pro 


Ser 




50 










55 










60 










Met 


Thr 


Glu 


Asp 


Tyr 


Ala 


Gly 


Arg 


Tyr 


Arg 


Cys 


Tyr 


Tyr 


Arg 


Ser 


Pro 


65 










70 










75 










80 


Val 


Gly 


Trp 


Ser 


Gin 


Pro 


Ser 


Asp 


Pro 


Leu 


Glu 


Leu 


Val 


Met 


Thr Gly 










85 










90 










95 




Ala 


Tyr 


Ser 


Lys 


Pro 


Thr 


Leu 


Ser 


Ala 


Leu 


Pro 


Ser 


Pro 


Leu 


Val 


Thr 








100 










105 










110 






Ser 


Glu 


Lys 


Ser 


Val 


Thr 


Leu 


Leu 


Cys 


Gin 


Ser 


Arg 


Ser 


Pro 


Met 


Asp 






115 










120 










125 








Thr 


Phe 


Leu 


Leu 


He 


Lys 


Glu 


Arg 


Ala 


Ala 


His 


Pro 


Leu 


Leu 


His 


Leu 




130 










135 










140 










Arg 


Ser 


Glu 


His 


Gly 


Ala 


Gin 


Gin 


His 


Gin 


Ala 


Glu 


Phe 


Pro 


Met 


Ser 


145 










150 










155 










160 


Pro 


Val 


Thr 


Ser 


Val 


His 


Gly 


Gly Thr Tyr 


Arg 


Cys 


Phe 


Ser 


Ser 


His 










165 










170 










175 




Gly 


Phe 


Ser 


His 


Tyr 


Leu 


Leu 


Ser 


His 


Pro 


Ser 


Asp 


Pro 


Leu 


Glu 


Leu 








180 










185 










190 






He 


Val 


Ser 


Gly 


Ser 


Leu 


Glu 


Asp 


Pro 


Arg 


Pro 


Ser 


Pro 


Thr 


Arg 


Ser 






195 










200 










205 








Val 


Ser 


Thr 


Ala 


Ala 


Gly 


Pro 


Glu 


Asp 


Gin 


Pro 


Leu 


Met 


Pro 


Thr Gly 




210 










215 










220 










Ser 


Val 


Fro 


His 


Ser 


Gly Leu 


Arg 


Arg 


His 


Trp 


Glu 


Val 


Leu 


He 


Gly 


225 










230 










235 










240 


Val 


Leu 


Val 


Val 


Ser 


He 


Leu 


Leu 


Leu 


Ser 


Leu 


Leu 


Leu 


Phe 


Leu 


Leu 










245 










250 










255 




Leu 


Gin 


His 


Trp 


Arg 


Gin Gly 


Lys 


His 


Arg 


Thr 


Leu 


Ala 


Gin 


Arg 


Gin 








260 




















270 






Ala 


Asp 


Phe 


Gin 


Arg 


Pro 


Pro 


Gly Ala Ala 


Glu 


Pro 


Glu 


Pro 


Lys 


Asp 






275 










280 










285 








Gly 


Gly 


Leu 


Gin 


Arg 


Arg 


Ser 


Ser 


Pro 


Ala 


Ala 


Asp 


Val 


Gin 


Gly Glu 




290 










295 










300 










Asn 


Phe 


Cys 


Ala 


Ala 


Val 


Lys 


Asp 


Thr 


Gin 


Pro 


Glu 


Asp 


Gly Val 


Glu 


305 










310 










315 










320 


Met 


Asp 


Thr 


Arg 


Ser 


Pro 


His 


Asp 


Glu 


Asp 


Pro 


Gin 


Ala 


Val 


Thr 


Tyr 










325 










330 










335 




Ala 


Lys 


Val 


Lys 


His 


Ser 


Arg 


Pro Arg Arg 


Glu 


Met 


Ala 


Ser 


Pro 


Pro 








340 










345 










350 






Ser 


Pro 


Leu 


Ser 


Gly 


Glu 


Phe 


Leu 


Asp 


Thr 


Lys 


Asp 


Arg 


Gin 


Ala 


Glu 






355 










360 










365 








Glu 


Asp 


Arg 


Gin 


Met 


Asp 


Thr 


Glu 


Ala 


Ala 


Ala 


Ser 


Glu 


Ala 


Pro 


Gin 




370 










375 










380 










Asp 


Val 


Thr 


Tyr 


Ala 


Gin 


Leu 


His 


Ser 


Phe 


Thr 


Leu 


Arg 


Gin 


Lys 


Ala 


385 










390 










395 










400 


Thr 


Glu 


Pro 


Pro 


Pro 


Ser 


Gin 


Glu Gly Ala 


Ser 


Pro 


Ala 


Glu 


Pro 


Ser 










405 










410 










415 




Val 


Tyr 


Ala 


Thr 


Leu 


Ala 


He 


His 



















420 



<210> 89 

<211> 236 

<212> PRT 

<213> Homo sapiens 
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<400> 89 

Gly Pro Leu Pro Lys Pro Thr Leu Trp Ala Glu Pro Gly Ser Val lie 

15 10 15 

Ser Trp Gly Asn Ser Val Thr lie Trp Cys Gin Gly Thr Leu Glu Ala 

20 25 30 

Arg Glu Tyr Arg Leu Asp Lys Glu Glu Ser Pro Ala Pro Trp Asp Arg 

35 40 45 

Gin Asn Pro Leu Glu Pro Lys Asn Lys Ala Arg Phe Ser lie Pro Ser 

50 55 60 

Met Thr Glu Asp Tyr Ala Gly Arg Tyr Arg Cys Tyr Tyr Arg Ser Pro 
65 70 75 80 

Val Gly Trp Ser Gin Pro Ser Asp Pro Leu Glu Leu Val Met Thr Gly 

85 90 95 

Ala Tyr Ser Lys Pro Thr Leu Ser Ala Leu Pro Ser Pro Leu Val Thr 

100 105 110 

Ser Glu Lys Ser Val Thr Leu Leu Cys Gin Ser Arg Ser Pro Met Asp 

115 120 125 

Thr Phe Leu Leu lie Lys Glu Arg Ala Ala His Pro Leu Leu His Leu 

130 135 140 

Arg Ser Glu His Gly Ala Gin Gin His Gin Ala Glu Phe Pro Met Ser 
145 150 155 160 

Pro Val Thr Ser Val His Gly Gly Thr Tyr Arg Cys Phe Ser Ser His 

165 170 175 

Gly Phe Ser His Tyr Leu Leu Ser His Pro Ser Asp Pro Leu Glu Leu 

180 185 190 

lie Val Ser Gly Ser Leu Glu Asp Pro Arg Pro Ser Pro Thr Arg Ser 

195 200 205 

Val Ser Thr Ala Ala Gly Pro Glu Asp Gin Pro Leu Met Pro Thr Gly 

210 215 220 

Ser Val Pro His Ser Gly Leu Arg Arg His Trp Glu 
225 230 235 

<210> 90 

<211> 167 

<212> PRT 

<213> Homo sapiens 



<40o> : 


90 




























Gin 


His 


Trp 


Arg 


Gin Gly Lys 


His 


Arg 


Thr 


Leu 


Ala 


Gin 


Arg 


Gin 


Ala 


1 








5. 










10 










15 




Asp 


Phe 


Gin 


Arg 


Pro 


Pro 


Gly Ala 


Ala 


Glu 


Pro 


Glu 


Pro 


Lys 


Asp 


Gly 








20 










25 










30 






Gly 


Leu 


Gin 


Arg 


Arg 


Ser 


Ser 


Pro 


Ala 


Ala 


Asp 


Val 


Gin 


Gly Glu 


Asn 






35 










40 










45 








Phe 


Cys 


Ala 


Ala 


Val 


Lys 


Asp 


Thr 


Gin 


Pro 


Glu 


Asp 


Gly Val 


Glu 


Met 




50 










55 










60 










Asp 


Thr 


Arg 


Ser 


Pro 


His 


Asp 


Glu 


Asp 


Pro 


Gin 


Ala 


Val 


Thr 


Tyr 


Ala 


65 










70 










75 










80 


Lys 


Val 


Lys 


His 


Ser 
85 


Arg 


Pro 


Arg 


Arg 


Glu 
90 


Met 


Ala 


Ser 


Pro 


Pro 
95 


Ser 


Pro 


Leu 


Ser 


Gly 
100 


Glu 


Phe 


Leu 


Asp 


Thr 
105 


Lys 


Asp 


Arg 


Gin 


Ala 
110 


Glu 


Glu 


Asp 


Arg 


Gin 
115 


Met 


Asp 


Thr 


Glu 


Ala 
120 


Ala 


Ala 


Ser 


Glu 


Ala 
125 


Pro 


Gin 


Asp 
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Val Thr Tyr Ala Gin Leu His Ser Phe Thr Leu Arg Gin Lys Ala Thr 

130 135 140 

Glu Pro Pro Pro Ser Gin Glu Gly Ala Ser Pro Ala Glu Pro Ser Val 
145 150 155 160 

Tyr Ala Thr Leu Ala lie His 

165 

<210> 91 

<211> 22 

<212> PRT 

<213> Homo sapiens 

<400> 91 

Met Arg Thr Tyr Trp Leu His Ser Val Trp Val Leu Gly Phe Phe Leu 
15 10 15 

Ser Leu Phe Ser Leu Gin 
20 

<210> 92 

<211> 361 

<212> PRT 

<213> Homo sapiens 

<400> 92 

Gly Leu Pro Val Arg Ser Val Asp Phe Asn Arg Gly Thr Asp Asn lie 

1 5 10 .15 

Thr Val Arg Gin Gly Asp Thr Ala lie Leu Arg Cys Val Val Glu Asp 

20 25 30 

Lys Asn Ser Lys Val Ala Trp Leu Asn Arg Ser Gly lie lie Phe Ala 

35 40 45 

Gly His Asp Lys Trp Ser Leu Asp Pro Arg Val Glu Leu Glu Lys Arg 

50 55 60 

His Ser Leu Glu Tyr Ser Leu Arg lie Gin Lys Val Asp Val Tyr Asp 
65 70 75 80 

Glu Gly Ser Tyr Thr Cys Ser Val Gin Thr Gin His Glu Pro Lys Thr 

85 90 95 

Ser Gin Val Tyr Leu lie Val Gin Val Pro Pro Lys lie Ser Asn lie 

100 105 110 

Ser Ser Asp Val Thr Val Asn Glu Gly Ser Asn Val Thr Leu Val Cys 

115 120 125 

Met Ala Asn Gly Arg Pro Glu Pro Val lie Thr Trp Arg His Leu Thr 

130 135 140 

Pro Thr Gly Arg Glu Phe Glu Gly Glu Glu Glu Tyr Leu Glu lie Leu 
145 150 155 160 

Gly lie Thr Arg Glu Gin Ser Gly Lys Tyr Glu Cys Lys Ala Ala Asn 

165 170 175 

Glu Val Ser Ser Ala Asp Val Lys Gin Val Lys Val Thr Val Asn Tyr 

180 185 190 

Pro Pro Thr lie Thr Glu Ser Lys Ser Asn Glu Ala Thr Thr Gly Arg 

195 200 205 

Gin Ala Ser Leu Lys Cys Glu Ala Ser Ala Val Pro Ala Pro Asp Phe 

210 ' 215 220 

Glu Trp Tyr Arg Asp Asp Thr Arg lie Asn Ser Ala Asn Gly Leu Glu 
225 230 235 240 

lie Lys Ser Thr Glu Gly Gin Ser Ser Leu Thr Val Thr Asn Val Thr 
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245 250 255 

Glu Glu His Tyr Gly Asn Tyr Thr Cys Val Ala Ala Asn Lys Leu Gly 

260 265 270 

Val Thr Asn Ala Ser Leu Val Leu Phe Lys Arg Val Leu Pro Thr lie 

275 280 285 

Pro His Pro He Gin Glu lie Gly Thr Thr Val His Phe Lys Gin Lys 

290 295 300 

Gly He Phe Leu Ser Glu Ser Gin Arg Gly Glu Thr Thr Lys He Thr 
305 310 315 320 

Leu Asn Cys Gly Asn Leu Phe Leu Arg Asn Leu His Pro Thr Ser Asp 

325 330 335 

Gin Glu Pro Gin Arg Leu Trp Thr Leu Cys Cys Leu Leu Pro Arg Lys 

340 345 350 

Gly Gin His Arg He Tyr Gly Gin Cys 
355 360 

<210> 93 

<211> 28?. 

<212> PRT 

<213> Homo sapiens 

<400> 93 

Gly Leu Pro Val Arg Ser Val Asp Phe Asn Arg Gly Thr Asp Asn He 

1 5 10 15 

Thr Val Arg Gin Gly Asp Thr Ala He Leu Arg Cys Val Val Glu Asp 

20 25 30 

Lys Asn Ser Lys Val Ala Trp Leu Asn Arg Ser Gly He He Phe Ala 

35 40 45 

Gly His Asp Lys Trp Ser Leu Asp Pro Arg Val Glu Leu Glu Lys Arg 

50 55 60 

Kis Ser Leu Glu Tyr Ser Leu Arg He Gin Lys Val Asp Val Tyr Asp 
65 70 75 80 

Glu Gly Ser Tyr Thr Cys Ser Val Gin Thr . Gin His Glu Pro Lys Thr 

85 90 95 

Ser Gin Val Tyr Leu^ He Val Gin Val Pro Pro Lys He Ser Asn He 

100 105 110 

Ser Ser Asp Val Thr Val Asn Glu Gly Ser Asn Val Thr Leu Val Cys 

115 120 125 

Met Ala Asn Gly Arg Pro Glu Pro Val He Thr Trp Arg His Leu Thr 

130 135 140 

Pro Thr Gly Arg Glu Phe Glu Gly Glu Glu Glu Tyr Leu Glu He Leu 
145 150 155 160 

Gly He Thr Arg Glu Gin Ser Gly Lys Tyr Glu Cys Lys Ala Ala Asn 

165 170 175 

Glu Val Ser Ser Ala Asp Val Lys Gin Val Lys Val Thr Val Asn Tyr 

180 185 190 

Pro Pro Thr He Thr Glu Ser Lys Ser Asn Glu Ala Thr Thr Gly Arg 

195 200 205 

Gin Ala Ser Leu Lys Cys Glu Ala Ser Ala Val Pro Ala Pro Asp Phe 

210 215 220 

Glu Trp Tyr Arg Asp Asp Thr Arg He Asn Ser Ala Asn Gly Leu Glu 
225 230 235 240 

He LyG Ser Thr Glu Gly Gin Ser Ser Leu Thr Val Thr Asn Val Thr 

245 250 255 

Glu Glu His Tyr Gly Asn Tyr Thr Cys Val Ala Ala Asn Lys Leu Gly 
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260 265 
Val Thr Asn Ala Ser Leu Val Leu Phe 
275 280 



270 



<210> 94 

<211> 80 

<212> PRT 

<213> Homo sapiens 



<400> 94 

Lys Arg Val Leu 

1 

Thr Val His Phe 
20 

Gly Glu Thr Thr 
35 

Asn Leu His Pro 
50 

Cys Cys Leu Leu 
65 



Pro Thr lie Pro 
5 

Lys Gin Lys Gly 

Lys lie Thr Leu 
40 

Thr Ser Asp Gin 
55 

Pro Arg Lys Gly 
70 



His Pro lie Gin 
10 

lie Phe Leu Ser 
25 

Asn Cys Gly Asn 

Glu Pro Gin Arg 
60 

Gin His Arg He 
75 



Glu He Gly Thr 
15 

Glu Ser Gin Arg 
30 

Leu Phe Leu Arg 
45 

Leu Trp Thr Leu 

Tyr Gly Gin Cys 
80 



<210> 95 

<211> 72 

<212> PRT 

<213> Homo sapiens 

<400> 95 

Asp Gly Gly Phe Cys Glu Val Cys 
1 5 
Arg Asn Leu Glu Lys Asn Ser Thr 
20 

Glu Lys Gly Cys Ser Phe Leu Pro 

35 40 
Gin Phe Val Ala Glu Tyr Glu Pro 

50 55 
Val Trp He Leu Pro Ser Cys Ala 
65 70 



Lys Lys Leu Val Gly Tyr Leu Asp 

10 15 
Lys Gin Glu He Leu Ala Ala Leu 
25 . 30 

Asp Pro Tyr Gin Lys Gin Cys Asp 

45 

Val Leu He Glu He Leu Val Glu 
60 



<210> 96 

<211> 142 

<212> PRT 

<213> Homo sapiens 



<400> 96 

Met Glu Leu Cys 

1 

Met Phe Cys Leu 
20 

Gly Pro Thr His 
35 

Asp He He Ser 
50 

Ala Ala Gly Lys 
65 

He Pro Ala Glu 



Arg Ser Leu Ala 
5 

He Ala Leu Ser 

Ser Ala His Ser 
40 

Gly His Gly Pro 
55 

Asp Ser Gly Leu 
70 

Glu Leu Ser His 



Leu Leu Gly Gly 
10 

Thr Asp Phe Trp 
25 

Gly Leu Trp Pro 

Leu Val Ser Thr 
60 

Asp Trp Gly He 
75 

Leu Ser Cys Pro 



Ser Leu Gly Leu 
15 

Phe Glu Ala Val 
30 

Thr Gly His Gly 
45 

Thr Ala Ala Phe 

Ala Ser Gin Arg 
80 

Cys Pro Gin Pro 
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85 90 95 

Ser Pro Trp Trp Trp Pro Trp Arg Cys Thr Pro Ala Ser Gly Gly Thr 

100 105 110 

Ser Leu His Thr Pro Arg Ser Arg Pro Ser Ser Pro Gly Pro Ser Thr 

115 120 125 

Trp Ala Gly Ser Gin Leu Ser Ser Cys Ser Val Gin Val Pro 
130 135 140 

<210> 97 

<211> 105 

<212> PRT 

<213> Homo sapiens 

<400> 97 

Ala His Ser Gly Leu Trp Pro Thr Gly His Gly Asp lie lie Ser Gly 

1 5 10 15 

His Gly Pro Leu Val Ser Thr Thr Ala Ala Phe Ala Ala Gly Lys Asp 

20 25 30 

Ser Gly Leu Asp Trp Gly lie Ala Ser. Gin Arg lie Pro Ala Glu Glu 

35 40 45 

Leu Ser His Leu Ser Cys Pro Cys Pro Gin Pro Ser Pro Trp Trp Trp 

50 55 60 

Pro Trp Arg Cys Thr Pro Ala Ser Gly Gly Thr Ser Leu His Thr Pro 
65 70 75 80 

Arg Ser Arg Pro Ser Ser Pro Gly Pro Ser Thr Trp Ala Gly Ser Gin 

85 90 95 

Leu Ser Ser Cys Ser Val Gin Val Pro 
100 105 

<210> 98 

<211> 37 

<212> PRT 

<213> Homo sapiens 

<400> 98 

Met Glu Leu Cys Arg Ser Leu Ala Leu Leu Gly Gly Ser Leu Gly Leu 

15 10 15 

Met Phe Cys Leu lie Ala Leu Ser Thr Asp Phe Trp Phe Glu Ala Val 

20 25 30 

Gly Pro Thr His Ser 
35 

<210> 99 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 99 

Gly Asp lie lie Ser Gly His Gly Pro Leu Val Ser Thr Thr Ala Ala 
1-5 10 15 

Phe Ala Ala Gly Lys 
20 

<210> 100 
<211> 50 
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<212> PRT 

<213> Homo sapiens 

<400> 100 

Ser Cys Pro Cys Pro Gin Pro Ser Pro Trp Trp Trp Pro Trp Arg Cys 

15 10 15 

Thr Pro Ala Ser Gly Gly Thr Ser Leu His Thr Pro Arg Ser Arg Pro 

20 25 30 

Ser Ser Pro Gly Pro Ser Thr Trp Ala Gly Ser Gin Leu Ser Ser Cys 
35 40 45 

Ser Val 
50 

<210> 101 

<211> 8 

<212> PRT 

<213> Homo sapiens 

<400> 101 

Ala Gly Lys Asp Ser Gly Leu Asp 
1 5 

<210> 102 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 102 

Phe Asn Leu Phe Phe Phe Val Leu Gly Ser Leu lie Phe Cys Phe Gly 
15 10 15 

lie Trp lie Leu lie 
20 

<210> 103 

<211> 21 

<212> PRT 

<2 13 > Homo sapiens 

<400> 103 

Val Leu Ala He Ser Gly He Phe Thr Met Gly He Ala Leu Leu Gly 
15 10 15 

Cys Val Gly Ala Leu 
20 

<210> 104 

<211> 21 

<212> PRT 

<213> Homo sapiens 

<400> 104 

Leu Tyr Phe Gly Met Leu Leu Leu Leu Phe Ala Thr Gin He Thr Leu 
15 10 15 

Gly He Leu He Ser 
20 
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<210> 105 
<211> 110 
<212> PRT 
<213> Homo sapiens 

<400> 105 



Zila Qov flcr^ 
t\Xdi OCL /i.Sp 


V ci± 


JjcU 


Glu 


Leu 


Thr 


Asp 


Asp 


Asn 


Phe 


Glu 


Ser Arg 


ij.e 


1 




5 










10 










15 




Ser Asp Thr 


Gly 


Ser 


Ala 


Gly 


Leu 


Met 


Leu 


Val 


Glu 


Phe 


Phe 


Ala 


Pro 




20 










25 










30 






Trp Cys Gly 


His 


Cys 


Lys 


Arg 


Leu 


Ala 


Pro 


Glu 


Tyr 


Glu 


Ala 




Ala 












40 










45 








Thr Arg Leu 


Lys 


Gly 


He 


Val 


Pro 


Leu 


Ala 


Lys 


Val 


Asp 


Cys 


Thr 


Ala 


50 








55 










60 










Asn Thr Asn 


Thr 


Cys 


Asn 


Lys 


Tyr Gly Val 


Ser 


Gly Tyr 


Pro 


Thr 


Leu 


65 






70 










75 










80 


Lys lie Phe 


Arg 


Asp 


Gly Glu 


Glu 


Ala 


Gly Ala 


Tyr Asp Gly 


Pro 


Arg 






85 










90 










95 




Thr Ala Asp 


Gly 


He 


Val 


Ser 


xllS 


-ueu 


Lys 


Lys 


Gin 


Ala 


Gly 








100 










105 










110 






<210> 106 




























<211> 111 




























<212> PRT 




























<213> Homo 


sapiens 
























<400> 106 




























ASp uiy irlO 


Val 


Lys 


Val 


Val 


Val 


Ala 


Glu 


Asn 


Phe 


Asp 


Glu 


He 


Val 


1 




5 










10 










15 




Asn Asn Glu 


Asn 


Lys 


Asp 


Val 


Leu 


He 


Glu 


Phe 


Tyr 


Ala 


Pro 


Trp 


Cys 




20 










25 










30 






Gly His Cys 


Lys 


Asn 


Leu 


Glu 


Pro 


Lys 


Tyr 


Lys 


Glu 


Leu 


Gly Glu 


Lys 


o c 










40 










45 








Leu Ser Lys 


Asp 


Pro 


Asn 


He 


Val 


He 


Ala 


Lys 


Met 


Asp 


Ala 


Thr 


Ala 


50 








55 










60 










Asn Asp Val 


Pro 


Ser 


Pro 


Tyr 


Glu 


Val 


Arg Gly 


Phe 


Pro 


Thr 


He 


Tyr 


65 






70 










75 










80 


Phe Ser Pro 


Ala 


Asn 


Lys 


Lys 


Leu 


Asn 


Pro 


Lys 


Lys 


Tyr Glu Gly Gly 






85 










90 










95 




Arg Glu Leu 


Ser 


Asp 


Phe 


He 


Ser 


Tyr 


Leu 


Gin 


Arg 


Glu 


Ala 


Thr 






100 










105 










110 






<210> 107 




























<211> 21 




























<212> PRT 




























< 2 1 3 > Homo 


sapiens 
























<400> 107 




























Ser Asp Thr 


Gly 


Ser 


Ala 


Gly 


Leu 


Met 


Leu 


Val 


Glu 


Phe 


Phe 


Ala 


Pro 



15 10 15 

Trp Cys Gly His Cys 
20 

<210> 108 
<211> 160 
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<212> PRT 

<213> Homo sapiens 

<400> 108 

lie Gly Glu lie Ala Ala Ala Val Ser Phe lie Ser Lys Phe Leu Arg 

15 10 15 

Thr Lys Gly Leu Thr Ser Glu Arg Gin Leu Gin Thr Phe Ser Gin Ser 

20 25 30 

Leu Gin Glu Leu Leu Ala Glu His Tyr Lys His His Trp Phe Pro Glu 

35 40 45 

Lys Pro Cys Lys Gly Ser Gly Tyr Arg Cys lie Arg lie Asn His Lys 

50 55 60 

Met Asp Pro Leu lie Gly Gin Ala Ala Gin Arg lie Gly Leu Ser Ser 
65 70 75 80 

Gin Glu Leu Phe Arg Leu Leu Pro Ser Glu Leu Thr Leu Trp Val Asp 

85 90 95 

Pro Tyr Glu Val Ser Tyr Arg lie Gly Glu Asp Gly Ser lie Cys Val 

100 105 110 

Leu Tyr Glu Ala Ser Pro Ala Gly Gly Ser Thr Gin Asn Ser Thr Asn 

115 120 125 

Val Gin Met Val Asp Ser Arg lie Ser Cys Lys Glu Glu Leu Leu Leu 

130 135 140 

Gly Arg Thr Ser Pro Ser Lys Asn Tyr Asn Met Met Thr Val Ser Ser 
145 150 155 160 

<210> 109 

<211> 4 

<212> PRT 

<213> Homo sapiens 

<400> 109 

Val Thr Gly Gly 

1 

<210> 110 

<211> 4 

<212> PRT 

<213> Homo sapiens 

<400> 110 

Thr Gly Gly Phe 

1 

<210> 111 

<211> 4 

<212> PRT 

<213> Homo sapiens 

<400> 111 

Gly Gly Phe Ser 

1 

<210> 112 
<211> 6 
<212> PRT 
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<213> Homo sapiens 
<400> 112 

Val Thr Gly Gly Phe Ser 
1 5 



<210> 113 

<211> 4 

<212> PRT 

<213> Homo sapiens 

<400> 113 

Met Pro Leu Pro 

1 



<210> 114 

<211> 4 

<212> PRT 

<213> Homo sapiens 

<400> 114 

Pro Leu Pro Leu 

1 

<210> 115 

<211> 4 

<212> PRT 

<213> Homo sapiens 

<400> 115 

Pro Leu Pro Ser 

1 



<210> 116 

<211> 4 

<212> PRT 

<213> Homo sapiens 



<400> 116 

Leu Pro Ser Ala 

1 



<210> 117 

<211> 8 

<212> PRT 

<213> Homo sapiens 



<400> 117 

Met Pro Leu Pro Leu Pro Ser Ala 
1 5 



<210> 118 

<211> 1161 

<212> DNA 

<213> Homo sapiens 
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<400> 118 

ggaaaactat gcctggggcc gacgctctgc ccggctgctg ccgctgagga aagccgggac 60 

gcggagcccc gccgagagct tctttgctcc ggacgcccct ggacgtggcg ggcagccgcg 120 

agggtaacca ccatgatccc ctgggtgctc ctggcctgtg ccctcccctg tgctgctgac 180 

ccactgcttg gcgcctttgc tcgcagggac ttccggaaag gctcccctca actggtctgc 240 

agcctgcctg gcccccaggg cccacccggc cccccaggag ccccagggcc ctcaggaatg 3 00 

atgggacgaa tgggctttcc tggcaaagac ggccaagatg gacacgacgg cgaccggggg 3 60 

gacagcggag aggaaggtcc acctggccgg acaggtaacc ggggaaagcc aggaccaaag 42 0 

ggcaaagccg gggccattgg gcgggctggc ccccgtggcc ccaagggggt caacggtacc 4 80 

cccgggaagc atggcacacc aggcaagaag gggcccaagg gcaagaaagg ggagccaggc 54 0 

ctcccaggcc cctgcagctg tggcagtggc cataccaagt cagctttctc ggtggcagtg 600 

accaagagct acccacggga gcggctgccc atcaagtttg acaagattct gatgaacgag 660 

99tggccact acaatgcttc cagcggcaag ttcgtctgcg gcgtgcctgg gatctactac 72 0 

ttcacctacg acatcacgct ggccaacaag cacctggcca tcggcctggt gcacaacggc 780 

cagtaccgca tccggacctt tgatgccaac accggcaacc acgatgtggc ctcaggctcc 840 

accatcctgg ctctcaagca gggtgacgaa gtttggctgc agatcttcta ctcagagcag 900 

aacgggctct tctatgaccc ttactggaca gacagcctct ttacgggctt cctaatctat 960 

gccgaccagg atgaccccaa cgaggtatag acatgccacg gcggtcctcc aggcagggaa 102 0 

caagcttctg gacttgggct tacagagcaa gaccccacaa ctgtaggctg ggggtggggg 1080 

gtcgagtgag cggttctagc ctcaggctca cctcctccgc ctcttttttt ccccttcatt 1140 

aaatccaaac ctttttattc a 1161 

<210> 119 
<211> 285 
<212> PRT 
<213> Homo sapiens 



<400> 119 




























Met 


He 


Pro 


Trp 


Val 


Leu 


Leu 


Ala 


Cys 


Ala 


Leu 


Pro 


Cys 


Ala 


Ala 


Asp 


1 








5 










10 










15 




Pro 


Leu 


Leu 


Gly Ala 


Phe 


Ala 


Arg 


Arg 


Asp 


Phe 


Arg 


Lys 


Gly 


Ser 


Pro 








20 










25 










30 






Gin 


Leu 


Val 
35 


Cys 


Ser 


Leu 


Pro 


Gly 
40 


Pro 


Gin 


Gly 


Pro 


Pro 
45 


Gly 


Pro 


Pro 


Gly 


Ala 
50 


Pro 


Gly 


Pro 


Ser 


Gly 
55 


Met 


Met 


Gly 


Arg 


Met 
60 


Gly 


Phe 


Pro 


Gly 


Lys 


Asp 


Gly 


Gin 


Asp 


Gly 


His 


Asp 


Gly 


Asp 


Arg 


Gly 


Asp 


Ser 


Gly 


Glu 


65 










70 










75 










80 


Glu 


Gly 


Pro 


Pro 


Gly 
85 


Arg 


Thr 


Gly 


Asn 


Arg 
90 


Gly 


Lys 


Pro 


Gly 


Pro 
95 


Lys 


Gly 


Lys 


Ala 


Gly Ala 


He 


Gly 


Arg 


Ala 


Gly 


Pro 


Arg 


Gly 


Pro 


Lys 


Gly 








100 










105 










110 






Val 


Asn 


Gly 
115 


Thr 


Pro 


Gly 


Lys 


His 
120 


Gly 


Thr 


Pro 


Gly 


Lys 
125 


Lys 


Gly 


Pro 


Lys 


Gly 
130 


Lys 


Lys 


Gly 


Glu 


Pro 
135 


Gly 


Leu 


Pro 


Gly 


Pro 
140 


Cys 


Ser 


Cys 


Gly 


Ser 


Gly 


His 


Thr 


Lys 


Ser 


Ala 


Phe 


Ser 


Val 


Ala 


Val 


Thr 


Lys 


Ser 


Tyr 


145 










150 










155 










160 


Pro 


Arg 


Glu 


Arg 


Leu 
165 


Pro 


He 


Lys 


Phe 


Asp 
170 


Lys 


He 


Leu 


Met 


Asn 
175 


Glu 


Gly 


Gly 


His 


Tyr 
180 


Asn 


Ala 


Ser 


Ser 


Gly 
185 


Lys 


Phe 


Val 


Cys 


Gly 
190 


Val 


Pro 


Gly 


He 


Tyr 
195 


Tyr 


Phe 


Thr 


Tyr 


Asp 
200 


He 


Thr 


Leu 


Ala 


Asn 
205 


Lys 


His 


Leu 
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Ala 


He 
210 


Gly 


Leu 


Val 


His 


Asn 
215 


Gly 


Gin 


Tyr 


Arg 


He 
220 


Arg 


Thr 


Phe Asp 


Ala 


Asn 


Thr 


Gly 


Asn 


His 


Asp 


Val 


Ala 


Ser 


Gly 


Ser 


Thr 


He 


Leu Ala 


225 










230 










235 








240 


Leu 


Lys 


Gin 


Gly 


Asp 
245 


Glu 


Val 


Trp 


Leu 


Gin 
250 


He 


Phe 


Tyr 


Ser 


Glu Gin 
255 


Asn 


Gly 


Leu 


Phe 
260 


Tyr 


Asp 


Pro 


Tyr 


Trp 
265 


Thr 


Asp 


Ser 


Leu 


Phe 
270 


Thr Gly 


Phe 


Leu 


He 
275 


Tyr 


Ala 


Asp 


Gin 


Asp 
280 


Asp 


Pro 


Asn 


Glu 


Val 
285 







<210> 120 

<211> 886 

<212> DNA 

<213> Homo sapiens 

<400> 120 

gaattcggca cgagggccgc gagggtaacc accatgatcc cctgggtgct cctggcctgt 60 

gccctcccct gtgctgctga cccactgctt ggcgcctttg ctcgcaggga cttccggaaa 120 

ggctcccctc aactggtctg cagcctgcct ggcccccagg gcccacccgg ccccccagga 180 

gccccagggc cctcaggaat gatgggacga atgggctttc ctggcaaaga cggccaagat 24 0 

ggacacgacg gcgaccgggg ggacagcgga gaggaaggtc cacctggccg gacagtgacc 300 

aagagctacc cacgggagcg gctgcccatc aagtttgaca agattctgat gaacgagggt 360 

ggccactaca atgcttccag cggcaagttc gtctgcggcg tgcctgggat ctactacttc 42 0 

acctacgaca tcacgctggc caacaagcac ctggccatcg gcctggtgca caacggccag 480 

taccgcatcc ggacctttga tgccaacacc ggcaaccacg atgtggcctc aggctccacc 540 

atcctggctc tcaagcaggg tgacgaagtt tggctgcaga tcttctactc agagcagaac 60 0 

gggctcttct atgaccctta ctggacagac agcctcttta cgggcttcct aatctatgcc 660 

gaccaggatg accccaacga ggtatagaca tgccacggcg gtcctccagg cagggaacaa 72 0 

gcttctggac ttgggcttac agagcaagac cccacaactg taggctgggg gtggggggtc 78 0 

gagtgagcgg ttctagcctc aggctcacct cctctgcctc tttttttccc cttcattaaa 840 

tccaaacctt tttattcaaa aaaaaaaaaa aaaaaagatg cggccg 886 

<210> 121 

<211> 217 

<212> PRT 

<213> Homo sapiens 

<400> 121 

Met He Pro Trp Val Leu Leu Ala Cys Ala Leu Pro Cys Ala Ala Asp 
15 10 15 . 

Pro Leu Leu Gly Ala Phe Ala Arg Arg Asp Phe Arg Lys Gly Ser Pro 

20 25 30 

Gin Leu Val Cys Ser Leu Pro Gly Pro Gin Gly Pro Pro Gly Pro Pro 

35 40 45 

Gly Ala Pro Gly Pro Ser Gly Met Met Gly Arg Met Gly Phe Pro Gly 

50 55 60 

Lys Asp Gly Gin Asp Gly His Asp Gly Asp Arg Gly Asp Ser Gly Glu 
65 70 75 80 

Glu Gly Pro Pro Gly Arg Thr Val Thr Lys Ser Tyr Pro Arg Glu Arg 

85 90 95 

Leu Pro He Lys Phe Asp Lys He Leu Met Asn Glu Gly Gly His Tyr 

100 105 110 

Asn Ala Ser Ser Gly Lys Phe Val Cys Gly Val Pro Gly He Tyr Tyr 
115 120 125 
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Phe Thr Tyr Asp lie Thr Leu Ala Asn Lys His Leu Ala lie Gly Leu 

130 135 140 

Val His Asn Gly Gin Tyr Arg lie Arg Thr Phe Asp Ala Asn Thr Gly 
145 150 155 160 

Asn His Asp Val Ala Ser Gly Ser Thr lie Leu Ala Leu Lys Gin Gly 

165 170 175 

Asp Glu Val Trp Leu Gin lie Phe Tyr Ser Glu Gin Asn Gly Leu Phe 

180 185 190 

Tyr Asp Pro Tyr Trp Thr Asp Ser Leu Phe Thr Gly Phe Leu lie Tyr 

195 200 205 

Ala Asp Gin Asp Asp Pro Asn Glu Val 
210 215 

<210> 122 

<211> 15 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<222> (2) . . (3) 

<223> Xaa is an unassigned amino acid 
<220> 

<221> miscfeature 

<222> (6) .". (7) 

<223> Xaa is an unassigned amino acid 
<220> 

<221> misc__f eature 

<222> (9) . . (9) 

<223> Xaa is an unassigned amino acid 
<220> 

<221> misc_feature 

<222> (11) . . (11) 

<223> Xaa is an unassigned amino acid 
<220> 

<221> misc__f eature 

<222> (14)'. . (14) 

<223> Xaa is an unassigned amino acid 

<400> 122 

Arg Xaa Xaa Arg Lys Xaa Xaa Pro Xaa Leu Xaa Cys Ser Xaa Pro 
15 10 15 

<210> 123 

<211> 4 

<212> PRT 

<213> Homo sapiens 

<400> 123 

Ser His His His 

1 
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<210> 124 

<211> 16 

<212> PRT 

<213> Homo sapiens 

<400> 124 

Ala Ala Asn Ser Lys Val Ala Phe Ser Ala Val Arg Ser Thr Asn His 
15 10 15 

<210> 125 

<211> 12 

<212> PRT 

<213> Homo sapiens 

<400> 125 

Ala Ala Asn Ser Lys Val Ala Phe Ser Ala Val Arg 
15 10 

<210> 126 

<211> 4 

<212> PRT 

<213> Homo sapiens 

<400> 126 

Ser Thr Asn His 

1 

<210> 127 

<211> 16 

<212> PRT 

<213> Homo sapiens 

<400> 127 

Ser Gly Ser Ala Lys Val Ala Phe Ser Ala Thr Arg Ser Thr Asn His 
1 5 ■ 10 15 
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